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JRC GMO-Amplicons BLAST (PROMOTERS)

Query= FMV35S/TSF1_Expression_vector pMON99036 - JN400388.1 . 2
Query= FMV35S Figwort_mosaic_virus - NC 003554.1........... 2

Query= P35S 1SEQ_REF_NOVA_Cauliflower_mosaic_virus_- NC_001497.1

................................................ 3
Query= pActinl__ (pRice_Actin) Oryza_sativa_- S44221.1 ........ 33
Query= P-E35s_Cloning_vector pRGK336 - AY739898.1 ......... 33
Query= pmas_Arabidopsis_thaliana - X68599.1 ............... 79
Query= pMTL_(p-MT)_Zea_mays - S57628.1 . .. ... 79
Query= pNOS_Agrobacterium_tumefaciens - VO0087.1.......... 79
Query= pSsuAra_Arabidopsis_thaliana - X13611.1 ............. 99
Query= pTA29 Nicotiana_tabacum - X52283.1 .............. 100
Query= pUbiZM1 Zea mays - S94464.1 . . . . i i .. 100
Query=TSF1_Arabidopsis_thaliana_- NC 0030709............ 100
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Query= FMV35S/TSF1_Expression_vector pMON99036 - JN400388.1

Length=1708

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result

Score E
Sequences producing significant alignments: (Bits) Value

lcl|Amplicon 73 non-redundant amplicon of 390 matches

354 3e-99

lcl|Amplicon_74 non-redundant amplicon of 422 matches
lcl|Amplicon 83 non-redundant amplicon of 103 matches

141 3e-35

138 4e-34

>1lcl|Amplicon 73 non-redundant amplicon of 390 matches

Length=196
Score = 354 bits (392), Expect = 3e-99
Identities = 196/196 (100%), Gaps = 0/196 (0%)

Strand=Plus/Plus

Query 14 AAGCCTCAACAAGGTCAGGGTACAGAGTCTCCAAACCATTAGCCAAAAGCTACAGGAGAT 73
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt rrrrrrrrnd
Sbjct 1 AAGCCTCAACAAGGTCAGGGTACAGAGTCTCCAAACCATTAGCCAAAAGCTACAGGAGAT 60
Query 74 CAATGAAGAATCTTCAATCAAAGTAAACTACTGTTCCAGCACATGCATCATGGTCAGTAA 133
Crrerrerrereerrereerrrrrrr e et et ettt et et
Sbjct 61 CAATGAAGAATCTTCAATCAAAGTAAACTACTGTTCCAGCACATGCATCATGGTCAGTAA 120
Query 134 GTTTCAGAAAAAGACATCCACCGAAGACTTAAAGTTAGTGGGCATCTTTGAAAGTAATCT 193
CEErrrrrr e er e et e e et et et r e
Sbjct 121 GTTTCAGAAAAAGACATCCACCGAAGACTTAAAGTTAGTGGGCATCTTTGAAAGTAATCT 180
Query 194 TGTCAACATCGAGCAG 209
FEETTEEErrrrrrnd
Sbjct 181 TGTCAACATCGAGCAG 196
>1lcl|Amplicon 74 non-redundant amplicon of 422 matches
Length=78
Score = 141 bits (156), Expect = 3e-35
Identities = 78/78 (100%), Gaps = 0/78 (0%)
Strand=Plus/Plus
Query 327 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 386
CErrrrerrerrerrereerrerrerrerrrrrerrer et et et rrrrrnd
Sbjct 1 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 60
Query 387 AGTGACGACCACAAAAGA 404
FEETEEEET el
Sbjct 61 AGTGACGACCACAAAAGA 78
>1cl|Amplicon 83 non-redundant amplicon of 103 matches Length=78
Score 138 bits (152), Expect = 4e-34
Identities = 76/76 (100%), Gaps = 0/76 (0%)
Strand=Plus/Plus
Query 327 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 386
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt e rrrrre
Sbjct 1 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 60
Query 327 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 386
Crrrrrerrereerrereerrerrerrerrrrrerrer ettt e e e
Sbjct 1 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 60
Query 387 AGTGACGACCACAAAA 402
FETEETEEr et
Sbjct 61 AGTGACGACCACAAAA 76
Lambda K H
0.634 0.408 0.912
Gapped
Lambda K H
0.625 0.410 0.780
Effective search space used: 161887894
Query= FMV35S_Figwort_mosaic_virus_-_NC_003554.1
Length=7743
Score E
Sequences producing significant alignments: (Bits) Value
lcl|Amplicon 73 non-redundant amplicon of 390 matches 354 le-98

lcl|Amplicon 74 non-redundant amplicon of 422 matches

141 le-34

lcl|Amplicon 83 non-redundant amplicon of 103 matches
>lcl|Amplicon 73 non-redundant amplicon of 390 matches
Length=196

Score = 354 bits (392), Expect = 1le-98

Identities = 196/196 (100%), Gaps 0/196 (0%)
Strand=Plus/Plus

Query 6497 AAGCCTCAACAAGGTCAGGGTACAGAGTCTCCAAACCATTAGCCAAAAGCTACAGGAGAT
PErrrrrrrrrerrrrrrrrrrrrr e et r et e e e e e

138 2e-33

6556
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Sbjct 1 AAGCCTCAACAAGGTCAGGGTACAGAGTCTCCAAACCATTAGCCAAAAGCTACAGGAGAT 60
Query 6557 CAATGAAGAATCTTCAATCAAAGTAAACTACTGTTCCAGCACATGCATCATGGTCAGTAA 6616
FErrrrrrrrrerrrerrrrerrrre e et ettt et e
Sbjct 61 CAATGAAGAATCTTCAATCAAAGTAAACTACTGTTCCAGCACATGCATCATGGTCAGTAA 120
Query 6617 GTTTCAGAAAAAGACATCCACCGAAGACTTAAAGTTAGTGGGCATCTTTGAAAGTAATCT 6676
PEEEErrrrrrrrreer e e ettt e et r el
Sbjct 121 GTTTCAGAAAAAGACATCCACCGAAGACTTAAAGTTAGTGGGCATCTTTGAAAGTAATCT 180
Query 6677 TGTCAACATCGAGCAG 6692
FETEETEET T
Sbjct 181 TGTCAACATCGAGCAG 196
>1lcl|Amplicon 74 non-redundant amplicon of 422 matches Length=78
Score = 141 bits (156), Expect = le-34
Identities = 78/78 (100%), Gaps = 0/78 (0%)
Strand=Plus/Plus
Query 6810 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 6869
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 1 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 60
Query 6870 AGTGACGACCACAAAAGA 6887
FETEEIEET Tl
Sbjct 61 AGTGACGACCACAAAAGA 78
Query 6870 AGTGACGACCACAAAAGA 6887
FEETTEEETTErrrrrn
Sbjct 61 AGTGACGACCACAAAAGA 78
>lcl|Amplicon 83 non-redundant amplicon of 103 matches Length=78
Score = 138 bits (152), Expect = 2e-33
Identities = 76/76 (100%), Gaps = 0/76 (0%)
Strand=Plus/Plus
Query 6810 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 6869
PEETrErrrr ettt et et et et et
Sbjct 1 CAAAATAACGTGGAAAAGAGCTGTCCTGACAGCCCACTCACTAATGCGTATGACGAACGC 60
Query 6870 AGTGACGACCACAAAA 6885
FETEETEET Tt
Sbjct 61 AGTGACGACCACAARAA 76
Lambda K H
0.634 0.408 0.912
Gapped
Lambda K H
0.625 0.410 0.780
Effective search space used: 734367473
Query= P35S _1SEQ_REF_NOVA_Cauliflower_mosaic_virus_- NC_001497.1
Length=8024
Score E
Sequences producing significant alignments: (Bits) Value
lcl|Amplicon 47 non-redundant amplicon of 6422 matches 352 4e-
lcl|Amplicon 194 non-redundant amplicon of 40 matches 349 S5e-
lcl|Amplicon 152 non-redundant amplicon of 66 matches 349 5e-97
lcl|Amplicon 723 non-redundant amplicon of 2 matches 347 2e-96
lcl|Amplicon 644 non-redundant amplicon of 4 matches 347 2e-96
lcl|Amplicon 593 non-redundant amplicon of 2 matches 347 2e-96
lcl|Amplicon 509 non-redundant amplicon of 4 matches 347 2e-96
lcl|Amplicon 97 non-redundant amplicon of 12 matches 347 2e-96
lcl|Amplicon 78 non-redundant amplicon of 6 matches 347 2e-96
lcl|Amplicon 57 non-redundant amplicon of 14 matches 347 2e-96
lcl|Amplicon 411 non-redundant amplicon of 10 matches 347 2e-96
lcl|Amplicon 346 non-redundant amplicon of 12 matches 347 2e-96
lcl|Amplicon 339 non-redundant amplicon of 6 matches 347 2e-96
lcl|Amplicon 305 non-redundant amplicon of 6 matches 347 2e-96
lcl|Amplicon 739 non-redundant amplicon of 4 matches 347 2e-96
lcl|Amplicon 292 non-redundant amplicon of 6 matches 345 6e-96
lcl|Amplicon 301 non-redundant amplicon of 24 matches 345 6e-96
lcl|Amplicon 296 non-redundant amplicon of 4 matches 343 2e-95
lcl|Amplicon 673 non-redundant amplicon of 4 matches 343 2e-95
lcl|Amplicon 500 non-redundant amplicon of 10 matches 343 2e-95
lcl|Amplicon 68 non-redundant amplicon of 12 matches 343 2e-95
lcl|Amplicon 201 non-redundant amplicon of 182 matches 343 2e-95
lcl|Amplicon 735 non-redundant amplicon of 4 matches 343 2e-95
lcl|Amplicon 674 non-redundant amplicon of 6 matches 338 9e-94
lcl|Amplicon 671 non-redundant amplicon of 2 matches 338 9e-94
lcl|Amplicon 383 non-redundant amplicon of 18 matches 338 9e-94
- T T - - =Y N, I, E R SRR E N cullRE o JE SRR PR -~ 2D

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result

98
97

~ 28/03/2017 09:46



SequenceServer: Custom BLAST Server

4 de 100

lcl|Amplicon 218
lcl|Amplicon 33

lcl|Amplicon 93

lcl|Amplicon 218
lcl|Amplicon 33

lcl|Amplicon 93

lcl|Amplicon 789
lcl|Amplicon 577
lcl|Amplicon 501
lcl|Amplicon 273
lcl|Amplicon 90

lcl|Amplicon 71

lcl|Amplicon 67

lcl|Amplicon 428
lcl|Amplicon 200
lcl|Amplicon 327
lcl|Amplicon 50

lcl|Amplicon 12

lcl|Amplicon 279
lcl|Amplicon 353
lcl|Amplicon 564
lcl|Amplicon 174
lcl|Amplicon 615
lcl|Amplicon 266
lcl|Amplicon 42

lcl|Amplicon 358
lcl|Amplicon 503
lcl|Amplicon 166
lcl|Amplicon 18

lcl|Amplicon 670
lcl|Amplicon 465
lcl|Amplicon 245
lcl|Amplicon 138
lcl|Amplicon 125
lcl|Amplicon 714
lcl|Amplicon 630
lcl|Amplicon 598
lcl|Amplicon 268
lcl|Amplicon 468
lcl|Amplicon 328
lcl|Amplicon 740
lcl|Amplicon 372
lcl|Amplicon 760
lcl|Amplicon 751
lcl|Amplicon 162
lcl|Amplicon 317
lcl|Amplicon 459
lcl|Amplicon 371
lcl|Amplicon 766
lcl|Amplicon 289
lcl|Amplicon 780
lcl|Amplicon 758
lcl|Amplicon 375
lcl|Amplicon 576
lcl|Amplicon 489
lcl|Amplicon 131
lcl|Amplicon 22

lcl|Amplicon_ 785
lcl|Amplicon 621
lcl|Amplicon 128
lcl|Amplicon 354
lcl|Amplicon 36

lcl|Amplicon 458
lcl|Amplicon 261
lcl|Amplicon 119
lcl|Amplicon 249
lcl|Amplicon 178
lcl|Amplicon 712
lcl|Amplicon 484
lcl|Amplicon 226
lcl|Amplicon 48

non-redundant amplicon of 8 matches
non-redundant amplicon of 2740 matches
non-redundant amplicon of 62 matches
non-redundant amplicon of 8 matches
non-redundant amplicon of 2740 matches
non-redundant amplicon of 62 matches
non-redundant amplicon of 76 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 8 matches
non-redundant amplicon of 48 matches
non-redundant amplicon of 8 matches
non-redundant amplicon of 112 matches
non-redundant amplicon of 12 matches
non-redundant amplicon of 308 matches
non-redundant amplicon of 4816 matches
non-redundant amplicon of 28 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 78 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 178 matches
non-redundant amplicon of 18 matches
non-redundant amplicon of 12 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 44 matches
non-redundant amplicon of 166 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 52 matches
non-redundant amplicon of 132 matches
non-redundant amplicon of 742 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 8 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 190 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 18 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 20 matches
non-redundant amplicon of 10 matches
non-redundant amplicon of 2 matches

non-redundant amplicon of 6 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 2 matches

non-redundant amplicon of 4 matches
non-redundant amplicon of 36 matches
non-redundant amplicon of 18 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 10 matches
non-redundant amplicon of 54 matches
non-redundant amplicon of 5 matches
non-redundant amplicon of 2906 matches
non-redundant amplicon of 11 matches
non-redundant amplicon of 16 matches
non-redundant amplicon of 56 matches
non-redundant amplicon of 392 matches
non-redundant amplicon of 69 matches
non-redundant amplicon of 1 matches
non-redundant amplicon of 1 matches
non-redundant amplicon of 5 matches
non-redundant amplicon of 966 matches

338
338
336
338
338
336
334
334
334
334
334
334
334
334
334
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334
334
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333
331
331
329
329
329
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327
327
327
325
325
325
325
325
324
324
324
324
322
322
322
320
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318
316
316
315
313
306
306
289
289
286
260
257
248
248
248
241
223
221
221
221
221
221
219
219
219
219

9e-94
9e-94
3e-93
9e-94
9e-94
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3e-93
le-92
le-92
le-92
le-92
le-92
le-92
le-92
le-92
le-92
le-92
le-92
le-92
4e-92

4e-92
le-91
le-91
5e-91
5e-91
5e-91
2e-90
2e-90
2e-90
2e-90
6e-90
6e-90
6e-90
6e-90
6e-90
2e-89
2e-89
2e-89
2e-89
7e-89
7e-89
7e-89
3e-88
9e-88
9e-88
9e-88
9e-88
3e-87
3e-87
le-86
4e-86
6e-84
6e-84
4e-79
4e-79

5e-78
2e-70
3e-69
le-66
le-66

le-66

2e-64
5e-59
2e-58
2e-58
2e-58
2e-58
2e-58
6e-58
6e-58
6e-58

6e-58
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lcl|Amplicon 442
lcl|Amplicon 724
lcl|Amplicon 226
lcl|Amplicon 48

lcl|Amplicon 442
lcl|Amplicon 724
lcl|Amplicon 681
lcl|Amplicon 678
lcl|Amplicon 594
lcl|Amplicon 79
lcl|Amplicon 463
lcl|Amplicon 91

lcl|Amplicon 98

lcl|Amplicon 300
lcl|Amplicon 58

lcl|Amplicon 332
lcl|Amplicon 9

lcl|Amplicon 306
lcl|Amplicon 741
lcl|Amplicon 13

lcl|Amplicon 695
lcl|Amplicon 669
lcl|Amplicon 664
lcl|Amplicon 662
lcl|Amplicon 661
lcl|Amplicon 656
lcl|Amplicon 297
lcl|Amplicon 510
lcl|Amplicon 504
lcl|Amplicon 675
lcl|Amplicon 378
lcl|Amplicon 781
lcl|Amplicon_ 733
lcl|Amplicon 718
lcl|Amplicon 715
lcl|Amplicon 694
lcl|Amplicon 666
lcl|Amplicon 592
lcl|Amplicon 476
lcl|Amplicon 469
lcl|Amplicon 287
lcl|Amplicon 153
lcl|Amplicon 43

lcl|Amplicon 45

lcl|Amplicon 139
lcl|Amplicon 659
lcl|Amplicon 645
lcl|Amplicon 631
lcl|Amplicon 585
lcl|Amplicon 290
lcl|Amplicon 238
lcl|Amplicon 687
lcl|Amplicon 623
lcl|Amplicon 514
lcl|Amplicon 454
lcl|Amplicon 340
lcl|Amplicon 732
lcl|Amplicon_ 730
lcl|Amplicon 727
lcl|Amplicon 711
lcl|Amplicon_ 699
lcl|Amplicon 691
lcl|Amplicon 668
lcl|Amplicon 467
lcl|Amplicon 460
lcl|Amplicon 736
lcl|Amplicon 359
lcl|Amplicon 163
lcl|Amplicon 150
lcl|Amplicon 731
lcl|Amplicon 720

non-redundant amplicon of 2 matches
non-redundant amplicon of 1 matches
non-redundant amplicon of 5 matches
non-redundant amplicon of 966 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon

of
of
of
of
of

2 matches
1 matches
2 matches
1 matches
1 matches

non-redundant amplicon of 3 matches
non-redundant amplicon of 1 matches
non-redundant amplicon of 3 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 3 matches
non-redundant amplicon of 7 matches
non-redundant amplicon of 3 matches

non-redundant amplicon of 3 matches

non-redundant amplicon of 3 matches
non-redundant amplicon of 2 matches

non-redundant amplicon of 2835 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of

1 matches
matches
matches
matches
matches
matches

2 matches
matches
matches
matches
matches
matches
matches
matches
matches
matches

22 matches
1 matches
1 matches
1 matches
6 matches

25 matches

1
1
1
6
1
2
2
1
1
3
1
1
1
1
2

non-redundant amplicon of 9 matches
non-redundant amplicon of 597 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of

84 matches
1 matches
matches
matches
matches
matches
4 matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
6 matches
10 matches
13 matches
2 matches
2 matches
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http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result
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214
214
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214
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212
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210
210
210
210
210
208
208
208
208
208
208
208
208
208
208
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206
205
205
205

2e-57
2e-57
6e-58
6e-58

2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
8e-57
8e-57
8e-57
8e-57
8e-57
8e-57
8e-57
8e-57

8e-57
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
3e-56
9e-56
9e-56
9e-56
9e-56
9e-56
9e-56
3e-55
3e-55
3e-55
3e-55
3e-55
le-54
le-54
le-54
le-54
le-54
le-54
le-54
le-54
le-54
le-54
4e-54
4e-54
le-53
le-53
le-53
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lcl|Amplicon_ 713
lcl|Amplicon_ 709
lcl|Amplicon 731
lcl|Amplicon 720
lcl|Amplicon_ 713
lcl|Amplicon 709
lcl|Amplicon 707
lcl|Amplicon_ 703
lcl|Amplicon 698
lcl|Amplicon 697
lcl|Amplicon_ 693
lcl|Amplicon 286
lcl|Amplicon 774
lcl|Amplicon 710
lcl|Amplicon_ 665
lcl|Amplicon 761
lcl|Amplicon 700
lcl|Amplicon 692
lcl|Amplicon_ 605
lcl|Amplicon 599
lcl|Amplicon 513
lcl|Amplicon 706
lcl|Amplicon 690
lcl|Amplicon 686
lcl|Amplicon 683
lcl|Amplicon 545
lcl|Amplicon 321
lcl|Amplicon 313
lcl|Amplicon 314
lcl|Amplicon 105
lcl|Amplicon 104
lcl|Amplicon 109
lcl|Amplicon 108
lcl|Amplicon 318
lcl|Amplicon 457
lcl|Amplicon 721
lcl|Amplicon 376
lcl|Amplicon 722
lcl|Amplicon 629
lcl|Amplicon 490
lcl|Amplicon 202
lcl|Amplicon 373
lcl|Amplicon 448
lcl|Amplicon 602
lcl|Amplicon 447
lcl|Amplicon 23

lcl|Amplicon 14

lcl|Amplicon 616
lcl|Amplicon 734
lcl|Amplicon 565
lcl|Amplicon 175
lcl|Amplicon 126
lcl|Amplicon 429
lcl|Amplicon 672
lcl|Amplicon 579
lcl|Amplicon 511
lcl|Amplicon 219
lcl|Amplicon 466
lcl|Amplicon 60

lcl|Amplicon 59

lcl|Amplicon 341
lcl|Amplicon 44

lcl|Amplicon 10

lcl|Amplicon 716
lcl|Amplicon_ 293
lcl|Amplicon 291
lcl|Amplicon 302
lcl|Amplicon 129
lcl|Amplicon 667
lcl|Amplicon 461
lcl|Amplicon 69

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
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non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
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lcl|Amplicon 374
lcl|Amplicon 360
lcl|Amplicon 461
lcl|Amplicon 69

lcl|Amplicon 374
lcl|Amplicon 360
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lcl|Amplicon 51
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lcl|Amplicon 539 non-redundant amplicon of 1 matches 131 3e-31
lcl|Amplicon 632 non-redundant amplicon of 4 matches 131 3e-31
lcl|Amplicon 596 non-redundant amplicon of 1 matches 131 3e-31
lcl|Amplicon 539 non-redundant amplicon of 1 matches 131 3e-31
lcl|Amplicon 81 non-redundant amplicon of 3 matches 131 3e-31
lcl|Amplicon 412 non-redundant amplicon of 5 matches 131 3e-31
lcl|Amplicon 334 non-redundant amplicon of 3 matches 131 3e-31
lcl|Amplicon 19 non-redundant amplicon of 1106 matches 131 3e-31
lcl|Amplicon 308 non-redundant amplicon of 3 matches 131 3e-31
lcl|Amplicon 743 non-redundant amplicon of 2 matches 131 3e-31
lcl|Amplicon 625 non-redundant amplicon of 1 matches 129 9e-31
lcl|Amplicon 506 non-redundant amplicon of 1 matches 129 9e-31
lcl|Amplicon 462 non-redundant amplicon of 1 matches 129 9e-31
lcl|Amplicon 121 non-redundant amplicon of 63 matches 129 9e-31
lcl|Amplicon 738 non-redundant amplicon of 2 matches 129 9e-31
lcl|Amplicon 379 non-redundant amplicon of 3 matches 127 3e-30
lcl|Amplicon 362 non-redundant amplicon of 6 matches 127 3e-30
lcl|Amplicon 600 non-redundant amplicon of 1 matches 127 3e-30
lcl|Amplicon 478 non-redundant amplicon of 1 matches 127 3e-30
lcl|Amplicon 203 non-redundant amplicon of 17 matches 127 3e-30
lcl|Amplicon 155 non-redundant amplicon of 13 matches 127 3e-30
lcl|Amplicon 164 non-redundant amplicon of 10 matches 127 3e-30
lcl|Amplicon 204 non-redundant amplicon of 28 matches 127 3e-30
lcl|Amplicon 141 non-redundant amplicon of 87 matches 127 3e-30
lcl|Amplicon 782 non-redundant amplicon of 2 matches 125 le-29
lcl|Amplicon 497 non-redundant amplicon of 2 matches 125 le-29
lcl|Amplicon 377 non-redundant amplicon of 6 matches 123 4e-29
lcl|Amplicon 232 non-redundant amplicon of 19 matches 122 le-28
lcl|Amplicon 165 non-redundant amplicon of 10 matches 120 5e-28
lcl|Amplicon 495 non-redundant amplicon of 1 matches 114 2e-26
lcl|Amplicon 205 non-redundant amplicon of 17 matches 114 2e-26
lcl|Amplicon 326 non-redundant amplicon of 9 matches 104 4e-23
lcl|Amplicon 132 non-redundant amplicon of 9 matches 102 le-22
lcl|Amplicon 355 non-redundant amplicon of 8 matches 100 de-22
lcl|Amplicon 492 non-redundant amplicon of 2 matches 96.9 5e-21
lcl|Amplicon 491 non-redundant amplicon of 2 matches 91.5 2e-19
lcl|Amplicon 24 non-redundant amplicon of 9 matches 87.8 3e-18
lcl|Amplicon 133 non-redundant amplicon of 18 matches 80.6 de-16
lcl|Amplicon 130 non-redundant amplicon of 27 matches 78.8 le-15
lcl|Amplicon 182 non-redundant amplicon of 20 matches 75.2 2e-14
lcl|Amplicon 206 non-redundant amplicon of 22 matches 71.6 2e-13
>lcl|Amplicon 47 non-redundant amplicon of 6422 matches
Length=195
Score = 352 bits (390), Expect = 4e-98
Identities = 195/195 (100%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Frrrrrerrrerrrrerrrrerrrrrerrrrerrr ettt et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
Lrrrrerrrreerrrerrrrerrrrrrrrrr ettt et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
Lrrrrerrrreerrrerrrrerrrrrrrrrr ettt et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEErrrrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|Amplicon 194 non-redundant amplicon of 40 matches
Length=195
Score = 349 bits (386), Expect = 5e-97
Length=195
Score = 349 bits (386), Expect = 5e-97
Identities = 193/193 (100%), Gaps = 0/193 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Prrrrrrrrrrerrrerrrrerrrrrrrrrr ettt et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309

PErrrrrrrerrrrerrrerrrrrrrrrrer et rr e

8 de 100 28/03/2017 09:46



SequenceServer: Custom BLAST Server http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result

9 de 100

Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CEErrrerr e e e et et et err ettt et ettt rrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTA 7382
FEETTEEETTETd
Sbjct 181 CACAATCCCACTA 193
>1lcl|Amplicon 152 non-redundant amplicon of 66 matches
Length=195
Score = 349 bits (386), Expect = 5e-97
Identities = 193/193 (100%), Gaps = 0/193 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrerrerrerrerrerrerrerrerrerr et et ettt ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrerrrreerrrerr e ettt e et et e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEErrerrrreerrrerr e et r et r et e ettt r e e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTA 7382
FETEETEETETT
Sbjct 181 CACAATCCCACTA 1093
>1cl|Amplicon 723 non-redundant amplicon of 2 matches
Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
LEETrErrrr et e et et et r et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEETTErrrr ettt et et e e ettt e e
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerrerrerrerrerrerrerrer crrrrr ettt rerrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCCCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 644 non-redundant amplicon of 4 matches Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEorrrrrrerrrerrerrrrrerrerrerrerr et et ettt r el
Sbjct 1 GCCCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FEErrrerrerrerrerrerrerr et et ettt et ettt rrrrrrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FITEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|Amplicon 593 non-redundant amplicon of 2 matches
Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEErrrerrrrr et e et et et et ettt ettt ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
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Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrrerrerrerrerrerrerr et errerr et et ettt ettt
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrrrrerrerrerrerrerr et ettt ettt errrrretl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
i
Sbjct 181 CTCAATCCCACTATC 195
>1cl|Amplicon 509 non-redundant amplicon of 4 matches Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrerrrreerrrerr e ettt e et et e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PErrrrerr rrerrrrrerrrrr et et ettt et ettt r el
Sbjct 121 CAACCACGTATTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEETTEErr rerrr et et e e ettt et
Sbjct 121 CAACCACGTATTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEET
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 97 non-redundant amplicon of 12 matches Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
LEETrErrrr et e et et et r et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEErrrerrerrereerrerrerrereer e rerrrrrr et et el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATATGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 78 non-redundant amplicon of 6 matches Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrrrrerrereerrerrerrereereer e et et et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FEEErr e e e et ettt et ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FEErrrerrerrerrerrerrerr et rrrerrerrrrrerrrrrerrrrrrr e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATGGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FITEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 57 non-redundant amplicon of 14 matches Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrrrrerrerrerrerrerrerrerrerrerrerrer ettt rrrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
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Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CEEErrerr e rrerr et et et err ettt ettt ettt
Sbjct 61 ACAGTGGTCCCAGAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 411 non-redundant amplicon of 10 matches
Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrerrrrrerrerrerrerrerrerrerr et et ettt el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrerrerrerrerrerrerrerr et et e rer ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEErrrrrrreerrrerrrr et rrrer e e et r et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTTGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEET
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 346 non-redundant amplicon of 12 matches
Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrerrerrerrerrerrerrer et errerrerr et rrrrerrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAAGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
Frrrrrerrerrerrerrrrrerrerrerrerr ettt ettt e rrrrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
Frrrrrerrerrerrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEEErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 339 non-redundant amplicon of 6 matches Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrrerrerrerrerrerrerrerrerrerrerrerrerrerrerrerrrrrer il
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACCTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrrerrrrrerrerrerrerrerrerrerr et et ettt e el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 305 non-redundant amplicon of 6 matches Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
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CEErrrerrerr et e et et et et ettt et ettt ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEEErrerr e et et err et et ettt ettt et el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAARAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerrerrerr et ettt ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
I TR
Sbjct 181 CACTATCCCACTATC 195
>1lcl|Amplicon 739 non-redundant amplicon of 4 matches
Length=195
Score = 347 bits (384), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
PEErrerrrreerrrerr e ettt e et et e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErer rrrerrerrerrerrerr et errerr ettt ettt ettt
Sbjct 61 ACAGTTGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEETTErrrr ettt et et ettt et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEET
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 292 non-redundant amplicon of 6 matches Length=196
>1lcl|Amplicon 292 non-redundant amplicon of 6 matches Length=196
Score = 345 bits (382), Expect = 6e-96
Identities = 195/196 (99%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt rrrrerrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCC-ACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
Frrrrrerrerrerrerrerrerrerrer et ettt et r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
Frrrrrerrerrerrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 GCACAATCCCACTATC 196
>lcl|Amplicon 301 non-redundant amplicon of 24 matches
Length=196
Score = 345 bits (382), Expect = 6e-96
Identities = 195/196 (99%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Frrrrrerrerrerrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGG-ARAAAAGAAGACGTT 7308
CErrrrerrerrerrerrerrerrerrerrerrerrerrerrertr rrrrrrrrerrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
FEErrrerrerrerrerrerrerr et et ettt et ettt rrrrrrrrnl
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 GCACAATCCCACTATC 196
>lcl|Amplicon 296 non-redundant amplicon of 4 matches Length=195
Score = 343 bits (380), Expect = 2e-95
Identities = 193/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrerrerrerrrrrerrerrerrerr et et ettt rrrrerrenl
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Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PErrrrrrrrrerrrerrrr e r e et ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrrrrreerrrerrrrerrrrrerrrr ettt e et e e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATAACTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEEIEEE T
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATAACTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEEIEEE T
Sbjct 181 AACAATCCCACTATC 195
>1lcl|Amplicon 673 non-redundant amplicon of 4 matches Length=195
Score = 343 bits (380), Expect = 2e-95
Identities = 193/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrerrerrerrerrerrerrerrerrerrr terrer trrrrrrrrerrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEETTErrrr ettt et et e e ettt e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEETTErrrr ettt et et ettt et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 500 non-redundant amplicon of 10 matches
Length=195
Score = 343 bits (380), Expect = 2e-95
Identities = 193/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
LEErrrrrrrrerrrerrrrerrrrrerrrrrrrrrrrrrreerrreert  rrrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATCTCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrerrerrerrerrerrerrerrerrerr et ettt ettt el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 68 non-redundant amplicon of 12 matches Length=194
Score = 343 bits (380), Expect = 2e-95
Identities = 194/195 (99%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Frrrrrerrerrerrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
Crrrrrerrerrerrerrerrerrerrerrerrerrertrt rrrrr et rrrrerrenl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCA-CGTGGAAAAAGAAGACGTTC 119
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CEErrrrrrerrerrerrerrerrerrerrerr et et trrrr et rrrrrrrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCA-CGTGGAAAAAGAAGACGTTC 119
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 7370 CACAATCCCACTATC 7384
FETEETETT T
Sbjct 180 CACAATCCCACTATC 194
>1cl|Amplicon 201 non-redundant amplicon of 182 matches
Length=195
Score = 343 bits (380), Expect = 2e-95
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Identities = 193/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrerrerrerrerrerrerrerrerrerrerrr terrer et rrrrrrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FErrrrerrerrerrerrerrerrerrerrerr et ettt et el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FEETTEEEETETTd
Sbjct 181 AACAATCCCACTATC 195
>lcl|Amplicon 735 non-redundant amplicon of 4 matches Length=195
Score = 343 bits (380), Expect = 2e-95
Identities = 194/195 (99%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrrrrerrerrerrerrerrerrerrerr ettt et rr el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCC-CACTAT 7383
FEETTEEE T
Sbjct 181 CACAATCCGCACTAT 195
>1lcl|Amplicon 674 non-redundant amplicon of 6 matches Length=195
Score = 338 bits (374), Expect = 9e-94
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
PEErrrrrrrrerrrerrrrerrrrrerrrr e e rrreet rrrrrrrrrrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
PErrrrrrrerrerrerrerrerrerrerrerrerrr rerrer et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PETErr e e e et e et et ettt et et r et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrerrertr rrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 121 CAACCACGTCTTTAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 671 non-redundant amplicon of 2 matches
Length=195
Score = 338 bits (374), Expect = 9e-94
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrerrerrerrerrerrerrerrerrerrerrr terrer trrrrrrrrrrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrrrrerrr rerrerrrrrerrerr ettt rer et r et
Sbjct 61 ACAGTGGTCCCAAAGACGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrerrerrerrerrrrrerrerrerrerr et et ettt rrrrerrenl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|Amplicon 383 non-redundant amplicon of 18 matches
Length=195
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Score = 338 bits (374), Expect = 9e-94
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrrerrerrerrerrerrerrerrerrerrr terret trrrrrrrrrrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PEErrerrrreerrrerr e et r et r et e ettt r e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PErrrrrrrreerrrerrrrerrrrrerrrr e et e et et e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 218 non-redundant amplicon of 8 matches Length=195
Score = 338 bits (374), Expect = 9e-94
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Score = 338 bits (374), Expect = 9e-94
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrerrerrerrerrerrerrerrerrerrerrr rerrer trrrrrrrrer il
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PErrrrrrrerrereerrerrerrerrrr et et et et et el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PEErrrrrrrrrrrrer e et e e r ettt ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FEETTEEET
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 33 non-redundant amplicon of 2740 matches
Length=195
Score = 338 bits (374), Expect = 9e-94
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
PEorrrrrrerrerrrrrrrrerr e e rerrer trrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Frrrrrerrerrerrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PEErrrrrrerrereerrerrerrerrer et e et et ettt rrrrrd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETEEErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 93 non-redundant amplicon of 62 matches
Length=195
Score = 336 bits (372), Expect = 3e-93
Identities = 189/191 (99%), Gaps = 0/191 (0%)
Strand=Plus/Plus
Query 7194 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG
FEErrrrrrerrerrerrerrerrereereerr rerrer et e e
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCGACAG
Query 7254 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
Query 7314 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA
PEEErrerrerrereerrerrerrerrrr et et et rrrr et el
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA
Query 7374 ATCCCACTATC 7384
FITEETETTLT
Sbjct 185 ATCCCACTATC 195
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Sbjct 185 ATCCCACTATC 195
>lcl|Amplicon 789 non-redundant amplicon of 76 matches
Length=195
Score = 334 bits (370), Expect = 1le-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
LEorrrrrrrrerrrer rreerrrrerrrrerrrer rrrrer rrrrrrr e
Sbjct 1 GCACCTACAAATGCCATAATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrrrrererrrrererrrerererrrerrrrerer ettt e rrrrrrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrrrrrrrrrrrrererrrerrr e et e er e ettt et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEETrrrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 577 non-redundant amplicon of 2 matches
Length=195
Score = 334 bits (370), Expect = 1le-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEotrrrrrrrrrrrrrererererer e e e e rerrrr terrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrrrerrrrrrrrererererer et et rrrrrr ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACAAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEErrr e e et err et et et ettt ettt rrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 501 non-redundant amplicon of 2 matches
Length=195
Score = 334 bits (370), Expect = 1e-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Lot rrerrrrrrererer et rerrrrrrerr e er terrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGAAAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrerrrererrerererererererrrerrrrerer et et er et rrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAARAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrrrererrerererererererrrerrrrrrer et e e e et rrrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrrrererrerererererererrrerrrrrrer et et errrrr e rrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FIEITEEEE e
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 273 non-redundant amplicon of 6 matches Length=195
Score = 334 bits (370), Expect = 1e-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEotrrrrrrerrerererererererrrerrrre e et rrrrrrrrrrrrn
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGNCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrerrrrrerrerererrrerererrrerrrrerer et et e et rrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CEErrrrrrrerrrrererererererrrerrrrer et et rrrr et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
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Query 7370 CACAATCCCACTATC 7384
FETEETEEErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 90 non-redundant amplicon of 6 matches
Length=195
Score = 334 bits (370), Expect = 1e-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
LEorrrrrrreerrrerrrrerrrrrerrrrrrrr e rrrrer rrrrrrrrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAARAAAGAAGACGTTC 7309
PEErrerrrreerrrerr e ettt e et et e e
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrerrerrerrerrerrerrerrer rcrrerrerrrrr et el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTCATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 71 non-redundant amplicon of 8 matches Length=194
Score = 334 bits (370), Expect = 1e-92
Identities = 192/195 (98%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
LEErreerrrrerrrerrrrerrrrrr rrrrrrrre et teerrrrr et trrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACGCACGAGGAGCA-CGTGGAAAAACAAGACGTTC 119
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrereerrerrerrere reerrrrrerr rerrrrrrer rrrrrrrd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACGCACGAGGAGCA-CGTGGAAAAACAAGACGTTC 119
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEEErr e e e et e et et e ettt ettt
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 180 CACAATCCCACTATC 194
>lcl|Amplicon 67 non-redundant amplicon of 48 matches Length=195
Score = 334 bits (370), Expect = 1e-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
PEorrrrrrerrerrrrrerrerr e e et et e et e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrerrerrrrrerrerrerrerr ettt ettt e el
Sbjct o1 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 428 non-redundant amplicon of 8 matches
Length=195
Score = 334 bits (370), Expect = 1le-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEorrrrrrerrerrerrerrerrerrerrerrerrr terrer trrrrrer rrrrnl
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCCCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEEErrrrrerrereerrerrerrerrrr e et ettt e et el
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PErrrrrrrerr e e erre ettt ettt et et
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Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 200 non-redundant amplicon of 112 matches
Length=195
Score = 334 bits (370), Expect = 1le-92
Identities = 190/193 (98%), Gaps = 0/193 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
LEorrrrrrreerrrerrrrerrrrrerrrrrrrr e trrrer rrrrrrrrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrrrrerrerrerrerrerrerrerr et et ettt el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTA 7382
FETTTEETTTET
Sbjct 181 CACAATCCCACTA 193
>1lcl|Amplicon 327 non-redundant amplicon of 12 matches
Length=195
Score = 334 bits (370), Expect = 1e-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrerrerrerrerrerrerrerrerrerrr rerrer tr rrrrrrrrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAAATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
LEETrErrrr et e et et et r et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEErrrrrrrrerrrerrrr e et e et et et r et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FITEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|Amplicon 50 non-redundant amplicon of 308 matches
Length=195
Score = 334 bits (370), Expect = 1e-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Frrrrrrerrerrerrerrerrerrerrerrerrerrr rerrer rrrrrrrrrer el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
Frrrrrerrerrerrerrerrerrerrerrerrerr trerrrrr et rrrrerrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 12 non-redundant amplicon of 4816 matches

Length=195

>lcl|Amplicon 12 non-redundant amplicon of 4816 matches
Length=195

Score = 334 bits (370), Expect = 1le-92

Identities = 191/195 (98%), Gaps = 0/195 (0%)

Strand=Plus/Plus

Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrrrererrerererererererrrerrrrere e e et rrrrrrrrnd

Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CEErrrrrrrrrrerer e et et et errrrer e et e er et et
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Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerr e et errer e et et et ettt rrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEETrrrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 279 non-redundant amplicon of 28 matches
Length=196
Score = 333 bits (368), Expect = 4e-92
Identities = 192/196 (98%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC 7248
CEorrrrrrrrrerrerrerrerrerrerrerrerrr rerrer trrr terrrrrrnl
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTGCC 60
Query 7249 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
CEErrrrrrr ettt e et ettt et et
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
PEErrerrrreerrrerr e et r et r et e ettt r e e e
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 GCACAATCCCACTATC 196
>1cl|Amplicon 353 non-redundant amplicon of 6 matches
Length=196
Score = 333 bits (368), Expect = 4e-92
Identities = 192/196 (98%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAA-GGCCATCGTTGAAGATGCCTCTGCC 7248
Lot rrrrrrrerrrerrrrerrrrrerrrre et rer rreert terrrrrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAAGGCTATCGTTCAAGATGCCTCTGCC 60
Query 7249 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
PEETTErrrr ettt et et e e ettt e e
Sbjct o6l GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
FErrrrrrrerrerrerrerrerr et et ettt et ettt ettt
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 GCACAATCCCACTATC 196
Query 7369 GCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 GCACAATCCCACTATC 196
>lcl|Amplicon 564 non-redundant amplicon of 4 matches Length=195
Score = 331 bits (366), Expect = le-91
Identities = 190/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Frrrrrerrerrerrerrerrerrerrerrerrerrr rer e trrrrrrrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrerrerrerrerr e et et et ettt r el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCNCGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PErrrrerrerrerrerrerrerrerrerrerr e terrerrrr et et rrrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FITEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 174 non-redundant amplicon of 78 matches
Length=194
Score = 331 bits (366), Expect = 1le-91
Identities = 191/195 (98%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEorrrrrrerrerrerrerrerrerrerrerrerrr rerrer trrerer rrrrrnl
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGC-TCTGCCG 59
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Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrrerrerrerrerrerrerr et errerr et et ettt ettt
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 119
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrerrerrerrerrerr et ettt et ettt et r el
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 7370 CACAATCCCACTATC 7384
FEETTEEETrrrrnd
Sbjct 180 CACAATCCCACTATC 194
>1lcl|Amplicon 615 non-redundant amplicon of 4 matches Length=195
Score = 329 bits (364), Expect = 5e-91
Identities = 190/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
LErrrerrrreerrrerrrrerrrrrerrrrerrrer e e rrrrr rrrrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrerrrreerrrerr e ettt e et et e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PErrrrerrerrerrerrerrerrerrerrerre terrerrrrr et rrrrrrrenl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEErrrrrrreerrrerrrr e e e e et et et et e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETEEEETrrrrd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 266 non-redundant amplicon of 178 matches
Length=195
Score = 329 bits (364), Expect = 5e-91
Identities = 190/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEE e errerrerrerrerrerrerrerrerrr rerret rrrrrrrrrer il
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
Frrrrrerrerrerrerrerrerrerrerrerrerr trerrrrr et e el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
Frrrrrerrerrerrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEEErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 42 non-redundant amplicon of 18 matches Length=195
Score = 329 bits (364), Expect = 5e-91
Identities = 190/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrerrerrerrerrerrerrerrerrerrr rer e et rrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrerrerrerrerrrrrerrerr et et ettt ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTCC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PErrrrrrrerrerrerrrrrerr et e et terr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 358 non-redundant amplicon of 12 matches
Length=192
Score = 327 bits (362), Expect = 2e-90
Identities = 192/195 (98%), Gaps = 3/195 (2%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrerrerrerrrrrerrerrerrereerrerrerre et et e rrrrrrn
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Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCAT-GTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FErrrrrrrrerrrrerrrr e e e e et et et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCAT-GTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEErrrrrrreerrrerrrr e e e e e e et et r e e e
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCAT-GTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PErrrrerrerrerrerrerrerrerrerrerrerr ettt rrrrr et rrrrerrenl
Sbjct 119 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCT-CACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FITEETETEErrrnd
Sbjct 178 CACAATCCCACTATC 192
>lcl|Amplicon 503 non-redundant amplicon of 2 matches Length=196
Score = 327 bits (362), Expect = 2e-90
Identities = 191/196 (97%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrerrrrrerrerrerrerrerrerrerrerrr rer e trrrrrrrrerrenl
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PEETTErrrr ettt et et e e ettt e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGG-ATGAC
FEEErErrrr et e et e et r e et rr e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGAATGAC
Query 7369 GCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 GCACAATCCCACTATC 196
>lcl|Amplicon 166 non-redundant amplicon of 44 matches
Length=195
Score = 327 bits (362), Expect = 2e-90
Identities = 187/191 (98%), Gaps = 0/191 (0%)
Strand=Plus/Plus
Query 7194 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG
LEErrrrrrrrerrrerrrrerrrrrerrrrer rrerrt et r et e
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCGACAG
Query 7254 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
Frrrrrerrerrerrerrrrrerrerrerrerr ettt ettt e rrrrrnl
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
Query 7314 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA
CErrrrerrerrerrerrerrerrerrerrer rrrrr e rrr ettt rrrrnl
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACGCACA
Query 7374 ATCCCACTATC 7384
FETEETETTL]
Sbjct 185 ATCCCACTATC 195
>lcl|Amplicon 18 non-redundant amplicon of 166 matches
Length=195
Score = 327 bits (362), Expect = 2e-90
Identities = 187/191 (98%), Gaps = 0/191 (0%)
Strand=Plus/Plus
Score = 327 bits (362), Expect = 2e-90
Identities = 187/191 (98%), Gaps = 0/191 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrerrerrerrerrerrerrerrerrerrerrr rer e trrrrrrrrrrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PEErrrrrrerrereerrerrerrereer et e et et et el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PErrrrrrrerrerrrrrerrerr et et ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCAC 7380
FITEETETTT]
Sbjct 181 CACAATCCCAC 191
>lcl|Amplicon 670 non-redundant amplicon of 2 matches Length=195
Score = 325 bits (360), Expect = 6e-90
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Identities
Strand=Plus/Plus

190/195 (97%), Gaps = 1/195 (1%)

Query 7191 CTCCTA-CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
LErrer rrerrererrrrrrrrrrrrrerer et et e rrrr e
Sbjct 1 CTCCTAGCAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PErrrrrrrerrrrerrrrr e re et r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PErrrrrrrrrrrrerrrerrrrrrrrrrre e ettt e e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
EERRRRERREREEN
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 465 non-redundant amplicon of 4 matches
Length=195
Score = 325 bits (360), Expect = 6e-90
Identities 189/195 (97%), Gaps = 0/195 (0%)

Strand=Plus/Plus

Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
PEorrrer reerrrerrrrerrrrrerrrrerrr e rrrrer rrrrr e e
Sbjct 1 GCACCTACCAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTAAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PEEEErrrrr rrrrrr et r e e e el
Sbjct 61 ACAGTGGTCCTAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FEErrrrrrrrrrrerrrrr e e e ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
PEETTEEET et
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 245 non-redundant amplicon of 52 matches
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 245 non-redundant amplicon of 52 matches
Length=197
Score = 325 bits (360), Expect = 6e-90
Identities = 191/197 (97%), Gaps = 2/197 (1%)

Strand=Plus/Plus

Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGAT--GCCTCTGC
FEErrrrrrerrrrrerrrrrerr e e et et rri LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTGCCTCTGC
Query 7248 CGACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGT
Frrrrrerrerrerrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 61 CGACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGT
Query 7308 TCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGA
FErrrrerrerrerrerrerrerrerrerrerr et trerrer et rrrrrrrenl
Sbjct 121 TCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGA
Query 7368 CGCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 CGCACAATCCCACTATC 197
>1cl|Amplicon 138 non-redundant amplicon of 132 matches
Length=195
Score = 325 bits (360), Expect = 6e-90
Identities = 189/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrrrrrrrerrerrerrerrerrerrerrerrr rer e trrrrrrrrrrren
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FETEETEErErr ettt ettt FETEEEErrrrrrr et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETETT T
Sbjct 181 CACAATCCCACTATC 195
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>lcl|Amplicon 125 non-redundant amplicon of 742 matches
Length=195
Score = 325 bits (360), Expect = 6e-90
Identities = 189/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrerrerrerrerrerrerrerrerrerre rer e rrrer el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrrrrreerrrerrrrerrrrrerrrr et et e et et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
PErrrrerrerrerrerrerrerrerrerrerre terrerrrrr et rrrrrrrenl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEETrrrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 714 non-redundant amplicon of 2 matches Length=195
Score = 324 bits (358), Expect = 2e-89
Identities = 188/194 (97%), Gaps = 0/194 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
PEEErrrrrrrrrrrer e et e errrr et et et [T
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTGAAGATAAGCCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
LEETrErrrr et e et et et r et
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerrerrerrerrerrerr e terrerrerr e rrrrrrrerrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTAT 7383
PETEEIEETEET T
Sbjct 181 CACAATCCCACTAT 194
>1lcl|Amplicon 630 non-redundant amplicon of 8 matches
Length=195
Score = 324 bits (358), Expect = 2e-89
Identities = 188/194 (97%), Gaps = 0/194 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FEr e errerrerrerrerrerrerrerrerrr terrer rrrrrrrrrer el
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrrrrerrerrerrerrerrerrerrerr trerrer et ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrerrerrerrerrerrerrerrr terrrrr ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGAGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTAT 7383
PETEEIEETEETT
Sbjct 181 CACAATCCCACTAT 194
>lcl|Amplicon 598 non-redundant amplicon of 2 matches Length=195
Score = 324 bits (358), Expect = 2e-89
Identities = 188/194 (97%), Gaps = 0/194 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEErrrrrrrrrrrerrerrerrerrerrerrerrr rerrer trrrrrrrrer el
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrrerrerrerrerrerrerrerrerrerrert trrrr et et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrrrrerrerrerrerrerrerrereerrerr trerrrrrrr et rrrrrr
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrerrerrerrerrerrerrerrerrerrr terrrrr et rrrrerrenl
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Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATTTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTAT 7383
FETEEIEETEET T
Sbjct 181 CACAATCCCACTAT 194
>lcl|Amplicon 268 non-redundant amplicon of 190 matches
Length=196
Score = 324 bits (358), Expect = 2e-89
Identities = 190/196 (97%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC 7248
PO e rrrerrerrerrerrerrerrerrerrr rerrer e rerrerr 1l
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTACC 60
Query 7249 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
FErrrrerrerrerrerrerrerrerrerrerrerr e terrerr et rrr el
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
PEErrerrrreerrrerr e et r et r et e ettt r e e e
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FEETTEEETr el
Sbjct 181 GCACAATCCCACTATC 196
>lcl|Amplicon 468 non-redundant amplicon of 2 matches
Length=195
Score = 322 bits (356), Expect = 7e-89
Identities = 187/193 (97%), Gaps = 0/193 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FEorrrrrrerrerrerrerrerrerrereerrerer rer e rrrrrerrerr
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTACCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEETrErrrr ettt et et et et et
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
LEErrrrrrrrerrrerrrr e e e e e et et r et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTA 7382
FETEETEETETT
Sbjct 181 CACAATCCCACTA 1093
>1lcl|Amplicon 328 non-redundant amplicon of 18 matches
Length=194
Score = 322 bits (356), Expect = 7e-89
Identities = 189/195 (97%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEorrrrrrerrerrereerrerrerre rerrerrr rerrer trrrrrrrrrrrrnd
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEorrrrrrerrerrereerrerrerre rerrerrr rerrer trrrrrrrrrrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAA-GGAAAGGCTATCGTTCAAGATGCCTCTGCCG 59
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PETEET R et et et e FETEETEET et
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCTACGTGGAAAAAGAAGACGTTC 119
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 180 CACAATCCCACTATC 194
>lcl|Amplicon 740 non-redundant amplicon of 4 matches
Length=194
Score = 322 bits (356), Expect = 7e-89
Identities = 189/195 (97%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrerrerrerrerrerrerrerrerrerrerrr terrer trrrrrerrer el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTCCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrerrerrerrerrerrerrerrerrerr et trerrerr et rrr el
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
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Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
ot rrrerrrrrerrerrerrerrerr et et ettt rrrrerrenl
Sbjct 121 C-ACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETEET T
Sbjct 180 CACAATCCCTCTATC 194
>1cl|Amplicon 372 non-redundant amplicon of 6 matches
Length=195
Score = 320 bits (354), Expect = 3e-88
Identities = 188/195 (96%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
LErrrerrrreerrrerrrrerrrrrerrrrerrrer e e rrert rrrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PErrrrerrerrerrerrerrerrerrerrerrerrr terrrrr et el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGTATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrerrerrerrerrerrerrerrerrerre terrerr et ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FEETTEEET
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 760 non-redundant amplicon of 2 matches Length=196

Score = 318 bits (352), Expect = 9e-88
Length=196
Score = 318 bits (352), Expect = 9e-88

Identities = 189/196 (96%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
PETEEr e e e e e et e et ettt FETETTT
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PEErrr e e et err et et et ettt ettt rrrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTC-AAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
CEErrrrrererr rerererererrrrrerrrrr e et et errrrrrrrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGAC
Query 7369 GCACAATCCCACTATC 7384
FIETEETErrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
>lcl|Amplicon 751 non-redundant amplicon of 2 matches Length=195
Score = 318 bits (352), Expect = 9e-88
Identities = 187/194 (96%), Gaps = 0/194 (0%)
Strand=Plus/Plus
Query 7191 CTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGA
FIErrrrrrerrrrrrerererrrererrrererr rer e rrrnd LT
Sbjct 2 CTCTTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCGA
Query 7251 CAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCC
FErrerrrererrerererererererrrerrrrerer et et er et rrrrrrrrnd
Sbjct 62 CAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCC
Query 7311 AACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGC
CEErrrrrrrrrrrerrrrerer e e et et e rerrrrrrrr et e
Sbjct 122 AACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACGC
Query 7371 ACAATCCCACTATC 7384
R
Sbjct 182 ACAATCCCACTATC 195
>lcl|Amplicon 162 non-redundant amplicon of 20 matches
Length=196
Score = 318 bits (352), Expect = 9e-88
Identities = 189/196 (96%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
LEotrrrrrrerrrrrrererererrrer et erer et e rerrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CEErrrrrrrerrrrererererererrrerrrrer et et rrrr et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
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Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGG-ATGAC 7368
FETEETEEr et ettt et errerrrrrrnd FEEEEEErrrr e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGAATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 GCACAATCCCACTATC 196
Query 7369 GCACAATCCCACTATC 7384
FEETTEEETr el
Sbjct 181 GCACAATCCCACTATC 196
>lcl|Amplicon 317 non-redundant amplicon of 10 matches
Length=196
Score = 318 bits (352), Expect = 9e-88
Identities = 189/196 (96%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC 7248
PO e rrrerrerrerrerrerrerrerrerrr rerrer e rerrerr 1l
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTACC 60
Query 7249 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
PEErrrrrrreerrrerrr eerrrrerrrrerrr et trrrerrr et e e
Sbjct 61 GACAGTGGTCCCAAAGATGTACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
PEETTErrrr ettt et et ettt et
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FETEETEETErT
Sbjct 181 GCACAATCCCACTATC 196
>1lcl|Amplicon 459 non-redundant amplicon of 2 matches
Length=195
Score = 316 bits (350), Expect = 3e-87
Identities = 187/195 (96%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
LEErreerrrerrrrerrrrerrrrrerrrrerrrer rereet rr trrrrrrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAAATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FEErrrrrrrrerrr et e e et e re et rrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGATCCCCACCCACGAGGAGCATCGTGGAAAAAGGAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerrerrerrerrert o et er ettt rrrrn
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATCTCACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEEErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|Amplicon 371 non-redundant amplicon of 6 matches Length=196
Score = 316 bits (350), Expect = 3e-87
Identities = 190/196 (97%), Gaps = 3/196 (2%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEorrrerrrrrerrerrerrerrerrerrerrerrr terrer trrrrrrrrrrrrnl
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
Frrrrrerrerrerrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCC-ACTGACGTAAGGGATGAC 7368
CErrrrerrerrerrerrerrerrerrerrerrerrerrer et e rrrrrrrenl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCTACTGACGTAAGGGATGAC 180
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCC-ACTGACGTAAGGGATGAC 7368
PErrrrerrerrerrerrerrerrerrerrerrerrerrer et rrrrrrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCTACTGACGTAAGGGATGAC 180
Query 7369 GCAC-AATCCC-ACTA 7382
FETE TRt
Sbjct 181 GCACTAATCCCTACTA 196
>lcl|Amplicon 766 non-redundant amplicon of 4 matches Length=195
Score = 315 bits (348), Expect = 1e-86
Identities = 185/192 (96%), Gaps = 0/192 (0%)
Strand=Plus/Plus
Query 7193 CCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACA 7252
FEorrrrrrerrerrerrerrerrerrrrrerrr ter et [EEEERN RN
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Sbjct 4 CCCACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCGACA 63
Query 7253 GTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAA 7312
PETErrerrerrerrerrerrrrrerrer e ettt e et el
Sbjct 64 GTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAA 123
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
PErrrerrrreerrrerrrrerrrrr et e ettt ettt e
Sbjct 124 CCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACGCAC 183
Query 7373 AATCCCACTATC 7384
FITEETEETET
Sbjct 184 AATCCCACTATC 195
>1lcl|Amplicon 289 non-redundant amplicon of 6 matches
Length=195
Score = 313 bits (346), Expect = 4e-86
Identities = 184/191 (96%), Gaps = 0/191 (0%)
Strand=Plus/Plus
Query 7194 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG 7253
PErrrrrrrreerrrerrrreerrrrerrrrer rer e rerrt rrrrrrrrr e
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATTCCTCTGCCGACAG 64
Query 7254 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 7313
CErrrrrrrrrerrrerrrr e e rrerr ettt r e
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACTAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 124
Query 7314 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA 7373
FETEET Rt ettt et ety FETEETEET e et
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACGCACA 184
Query 7374 ATCCCACTATC 7384
FITEETETTL]
Sbjct 185 ATCCCACTATC 195
>1lcl|Amplicon 780 non-redundant amplicon of 2 matches Length=198
Score = 306 bits (338), Expect = 6e-84
Identities = 188/198 (95%), Gaps = 3/198 (2%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FETErr e e e e e et e e et rri LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCA--CCCACGA-GGAGCATCGTGGAAAAAGAAGACG 17306
FETTTEEET T r et el FEETEEE T rrr et e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCA--CCCACGA-GGAGCATCGTGGAAAAAGAAGACG 7306
PETEETEETErr et FEEEETE Trrr ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCCACCCCACGAAGGAGCATCGTGGAAAAAGAAGACG 120
Query 7307 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATG 7366
FErrrrerrerrerrerrerrerrerrerrerr e terrerr et et rerrrnl
Sbjct 121 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATG 180
Query 7367 ACGCACAATCCCACTATC 7384
PETEEIEET T
Sbjct 181 ACGCACAATCCCACTATC 198
>1lcl|Amplicon 758 non-redundant amplicon of 2 matches Length=196
Score = 306 bits (338), Expect = 6e-84
Identities = 186/196 (95%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FEOE e err e e et terrrr et e e rr rri LI
Sbjct 1 GCTCTTACAAATGCCATCATGGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCC-CACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
Crrrrrerrerrerrerrerrertr rrerrerrerrerrerrr terrrrrrrrrrrrn
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCCACCCACGAGGAGCATCGGGGAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
PErrrrerrerrerrerrerrerrerrerrerr et et rer ettt rrrrrnl
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FETEETEET Tt
Sbjct 181 GCACAATCCCACTATC 196
>lcl|Amplicon 375 non-redundant amplicon of 6 matches
Length=198
Score = 289 bits (320), Expect = 4e-79
Identities = 183/193 (95%), Gaps = 5/193 (3%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
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PErrrrerrrrerrrerrrr e e e e e et et errr et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCC-AAAGATGGACCCCCACCCACGAGGAGCATCGTGG-AAAAAGAAGACGT 7307
FErrreerrrr rreerrrr e rrreerrre e e et e et e e
Sbjct 61 ACAGTGGTCCCAAAAGATGGANCCCCACCCACGAGGAGCATCGTGGAAAAAAGAAGACGT 120
Query 7308 TCCAA-CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACT-GACGTAAGGGAT 7365
T O O O U O R
Sbjct 121 TCCAACCCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTNCCCTGGNCGT-ANGGAT 179
Query 7366 GACGCACAATCCC 7378
FETEETEETEET
Sbjct 180 GACGCACAATCCC 192
>1cl|Amplicon 576 non-redundant amplicon of 2 matches Length=212
Score = 289 bits (320), Expect = 4e-79
Identities = 189/212 (89%), Gaps = 17/212 (8%)
Strand=Plus/Plus
Identities = 189/212 (89%), Gaps
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrerrerrerrerrerrerrerrerrerrerrr rer e rrrer e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrrrrrr e e et e et r et et ettt et el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTC--———==—=———————-— AAAGCAAGTGGATTGATGTGATATCTCCAC 7352
FETTTEETTTET FETTTEEEE e e e el
Sbjct 121 CAACCACGTCTTCAAAACCGGGTGGCAGGTAAAGCAAGTGGATTGATGTGACATCTCCAC 180
Query 7353 TGACGTAAGGGATGACGCACAATCCCACTATC 7384
FETEETEErE et ettt et ey
Sbjct 181 TGACGTAAGGGATGACGCACAATCCCACTATC 212
>1cl|Amplicon 489 non-redundant amplicon of 4 matches Length=235
Score = 286 bits (316), Expect = 5e-78
Identities = 158/158 (100%), Gaps = 0/158 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PErrrrrrrerrereerrerrerrerrereer e et e et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATC 7347
CEEEEr et ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATC 158
Score = 73.4 bits (80), Expect = 6e-14
Identities = 40/40 (100%), Gaps = 0/40 (0%)
Strand=Plus/Plus
Query 7345 ATCTCCACTGACGTAAGGGATGACGCACAATCCCACTATC 7384
FETEET R ettt ettt ettt
Sbjct 196 ATCTCCACTGACGTAAGGGATGACGCACAATCCCACTATC 235
>1lcl|Amplicon 131 non-redundant amplicon of 36 matches
Length=245
Score = 260 bits (288), Expect = 2e-70
Identities = 183/209 (88%), Gaps = 0/209 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
PErrrrrrrerrerrerrerre rerrereerrerrr rer rrrerrrrrrrrer el
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
Lot errerrerrerrerrerrerr rrerrerre te rerrrrrrrrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PETEET T Ertr et e e el FEEEE Frr bt |
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTGGATCCTCCAATGATGTCAAGGATGATG 180
Query 7370 CACAATCCCACTATCCTTCGCAAGACCCT 7398
CEEErrerrerrertr et 1l
Query 7370 CACAATCCCACTATCCTTCGCAAGACCCT 7398
CEEErrerrerrertr et 1l
Sbjct 181 TCAAATCCCACTATCCTTGCCAAGATCCT 209
>1cl|Amplicon 22 non-redundant amplicon of 18 matches Length=195

17/212 (8%)
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Score = 257 bits (284), Expect = 3e-69
Identities = 174/195 (89%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
PErrrrrrrerrerrerrerre rrrr et e et e trrerrrrrrrrer
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
R R R
Sbjct ol ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PEETTE T ettt ettt FEEET Frrrer 1t rrrrrnnd
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTGGATCCTCCAATGACGTCAAGGATGACG
Query 7370 CACAATCCCACTATC 7384
IR
Sbjct 181 TCAAATCCCACTATC 195
>1cl|Amplicon 785 non-redundant amplicon of 2 matches
Length=190
Score = 248 bits (274), Expect = le-66
Identities = 176/195 (90%), Gaps = 5/195 (3%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
R e R N LT
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAAGAA-GGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEETTEEETT 1 CEETEEErrerr et rer et e el
Sbjct 60 ACAGTGGTCCAAAGAATGGACCCCCACCCACGAAGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
ot err e rerrerrerr e rerrerre terr rrerrrrrerr rrrrrrn
Sbjct 120 C-ACCACGTCTTC-AAGCAAGTGGAATGATGTGACATCT-CACTGACGTAA-GGATGACG
Query 7370 CACAATCCCACTATC 7384
I TR
Sbjct 176 CACCATCCCACTATC 190
>1lcl|Amplicon 621 non-redundant amplicon of 10 matches
Length=170
Score = 248 bits (274), Expect = le-66
Identities = 170/195 (87%), Gaps = 25/195 (13%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Frrrrrerrerrrrrerrerrerrerrerrerrerrerr rrrrr et e el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCA-CGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FITEETEETET FErrrrrrrerrerrrrrerrereerrerr et et rerrrrn
Sbjct 60 ACAGTGGTCCCA--GATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FITEETEETET Crrerrerrerrerrerrerrererrrerr et et r e
Sbjct 60 ACAGTGGTCCCA--GATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FETEETEET Tt FETEETEErrrr el
Sbjct 118 CAACCACGTCTTCAAAG-———————=—=————————————— CCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETEEErrrnd
Sbjct 156 CACAATCCCACTATC 170
>1cl|Amplicon 128 non-redundant amplicon of 54 matches
Length=195
Score = 248 bits (274), Expect = le-66
Identities = 172/195 (88%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
PErrrrrrrerrerrerrerre rerrereerrerrr rer rrrerrrrrrrrer el
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Forrrrrrrerrerrerrerrerrerrerr reerrerrr te rerrrrrrrrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PETEET T Err ettt e el FEEEE FEr bt |
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTGGATCCTCCAATGATGTCAAGGATGATG
Query 7370 CACAATCCCACTATC 7384
LI
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Sbjct 181 TCAAATCCCACTATC 195
>1lcl|Amplicon 354 non-redundant amplicon of 5 matches
Length=170
Score = 241 bits (266), Expect = 2e-64
Identities = 133/133 (100%), Gaps = 0/133 (0%)
Strand=Plus/Plus
Query 7137 CCATTGCCCAGCTATCTGTCACTTTATTGTGAAGATAGTGGAAAAGGAAGGTGGCTCCTA
PEErrrrrrrrrrrerrr et e et e e el
Sbjct 38 CCATTGCCCAGCTATCTGTCACTTTATTGTGAAGATAGTGGAAAAGGAAGGTGGCTCCTA
Query 7197 CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAGTGG
PEErrrrrrrrrrrerr et e e e e
Sbjct 98 CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAGTGG
Query 7257 TCCCAAAGATGGA 7269
FETEETEETEET
Sbjct 158 TCCCAAAGATGGA 170
>1cl|Amplicon 36 non-redundant amplicon of 2906 matches
Length=123
Score = 223 bits (246), Expect = 5e-59
Identities 123/123 (100%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
PEETTErrrr ettt et et ettt et
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
CErrrrerrerrerrerrerrerr et et ettt ettt rr el
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 GGA 7435
1
Sbjct 121 GGA 123
>1lcl|Amplicon 458 non-redundant amplicon of 11 matches
Length=123
Score = 221 bits (244), Expect = 2e-58
Identities 122/122 (100%), Gaps = 0/122 (0%)
Strand=Plus/Plus
Query 7314 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA
PEEErr e e e et e ettt ettt e ettt
Sbjct 2 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA
Query 7374 ATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAG
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 62 ATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAG
Query 7434 GA 7435
\
Sbjct 122 GA 123
>1lcl|Amplicon 261 non-redundant amplicon of 16 matches
Length=123
Score = 221 bits (244), Expect = 2e-58
Identities 122/122 (100%), Gaps = 0/122 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
CErrrrrerrrrrerrerrerrerrerrerrerr et et ettt e el
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 GG 7434
\
Sbjct 121 GG 122
>1cl|Amplicon 119 non-redundant amplicon of 56 matches
Length=122
Score = 221 bits (244), Expect = 2e-58
Identities 122/122 (100%), Gaps = 0/122 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
CEErrrerrrrr et e et et et et ettt ettt ettt
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
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PErrrrerrrrerrrerrrr e e e e e et et errr et e
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 GG 7434

\
Sbjct 121 GG 122
>lcl|Amplicon 249 non-redundant amplicon of 392 matches

Length=123

>1lcl|Amplicon 249 non-redundant amplicon of 392 matches
Length=123

Score = 221 bits (244), Expect = 2e-58

Identities = 122/122 (100%), Gaps = 0/122 (0%)

Strand=Plus/Plus

Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
PEErrrrrrrrrrrerrr et e e e el

Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60

Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
PEErrrrrrrrrrrerr et e e e e

Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120

Query 7433 GG 7434
\

Sbjct 121 GG 122

>1lcl|Amplicon 178 non-redundant amplicon of 69 matches

Length=123
Score = 221 bits (244), Expect = 2e-58
Identities = 122/122 (100%), Gaps = 0/122 (0%)

Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
PEETTErrrr ettt et et e e ettt e e
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
PEETrErrrr ettt et et et et et
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 GG 7434
\
Sbjct 121 GG 122
>1cl|Amplicon 712 non-redundant amplicon of 1 matches
Length=123
Score = 219 bits (242), Expect = 6e-58
Identities = 121/121 (100%), Gaps = 0/121 (0%)
Strand=Plus/Plus
Query 7315 ACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACAA 7374
Frrrrrerrerrerrerrrrrerrerrerrerr ettt ettt e rrrrrnl
Sbjct 3 ACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACAA 62
Query 7375 TCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAGG 7434
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 63 TCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAGG 122
Query 7435 A 7435
\
Sbjct 123 A 123
>lcl|Amplicon 484 non-redundant amplicon of 1 matches Length=123
Score = 219 bits (242), Expect = 6e-58
Identities = 121/121 (100%), Gaps = 0/121 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 G 7433
\
Sbjct 121 G 121
>1cl|Amplicon 226 non-redundant amplicon of 5 matches Length=123
Score = 219 bits (242), Expect = 6e-58
Identities = 121/121 (100%), Gaps = 0/121 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
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PErrrrerrrrerrrerrrr e e e e e et et errr et e
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
PErrrrerrrrerrrerrrr e e e e e et ettt e e
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 G 7433
\
Sbjct 121 G 121
>1lcl|Amplicon 48 non-redundant amplicon of 966 matches

Length=123
Score = 219 bits (242), Expect = 6e-58
Identities = 121/121 (100%), Gaps = 0/121 (0%)

Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
PEErrerrrreerrrerr e ettt e et et e e
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 G 7433
\
Sbjct 121 G 121
>1cl|Amplicon 442 non-redundant amplicon of 2 matches
Length=123
Score = 217 bits (240), Expect = 2e-57
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
PEErrrrrrr e e et e et r e e e et e et e
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
CErrrrerrerrerrerrerrerrerrerrerrerrerrerrertr rrrrrrrrerrrnl
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTGATTTCATTTGGAGA 120
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
CErrrrerrerrerrerrerrerrerrerrerrerrerrerrertr rrrrrrrrerrrnl
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTGATTTCATTTGGAGA 120
Query 7433 GGA 7435
1]
Sbjct 121 GGA 123
>lcl|Amplicon 724 non-redundant amplicon of 1 matches Length=123
Score = 217 bits (240), Expect = 2e-57
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
Frrrrrerrerrrrrerrerrerrerrerrerrer rrrerrrr et r e
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCCCCACTGACGTAAGGGATGACGCAC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
FErrrrerrerrerrerrrrrerrerrerrerr ettt ettt e el
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 GGA 7435
1]
Sbjct 121 GGA 123
>lcl|Amplicon 681 non-redundant amplicon of 2 matches
Length=123
Score = 217 bits (240), Expect = 2e-57
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
CErrrrerr rrerrerrerrerrerrerrerr ettt rerr et rrr el
Sbjct 1 CCACGTCTTTAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
CErrrrerrerrerrerrrrrerrerrerrerr et et ettt rrrrerrenl
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 GGA 7435
1]
Sbjct 121 GGA 123
>lcl|Amplicon 678 non-redundant amplicon of 1 matches Length=123
Score = 217 bits (240), Expect = 2e-57

32 de 100 28/03/2017 09:46



SequenceServer: Custom BLAST Server http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result

Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
CEEErrerr e rerrerr et et et err et et et ettt ettt
Sbjct 1 CCACGTCTTCTAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 GGA 7435
1]
Sbjct 121 GGA 123
>1lcl|Amplicon 594 non-redundant amplicon of 1 matches Length=123
>lcl|Amplicon 594 non-redundant amplicon of 1 matches
Length=123
Score = 217 bits (240), Expect = 2e-57
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
FEErrerrrreerrrerrrr e e e e e et e et et e e |
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCTC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
PEETTErrrr ettt et et ettt et
Sbjct o6l AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 GGA 7435
[
Sbjct 121 GGA 123
>lcl|Amplicon 79 non-redundant amplicon of 3 matches Length=123
Score = 217 bits (240), Expect = 2e-57
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 7372
PEErrrrrrerrerrerrerrer et et e e ettt ettt
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATGGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 7432
FErrrrrrrerrerrerrerrerrrrrereerrerrerrererrrerrrrrrrrrrrrnd
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 7433 GGA 7435
1]
Sbjct 121 GGA 123

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H

0.625 0.410 0.780
Effective search space used: 754206264

Query= pActinl__(pRice_Actin)_Oryza_sativa_-_S44221.1
Length=1266
*xxx% No hits found *****

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H
0.625 0.410 0.780

Gapped

Lambda K H

0.625 0.410 0.780
Effective search space used: 120626506

Query= P-E35s_Cloning_vector_pRGK336_- AY739898.1

Length=613
Score E

Sequences producing significant alignments: (Bits) Value
lcl|Amplicon 47 non-redundant amplicon of 6422 matches 352 3e-99
lcl|Amplicon 194 non-redundant amplicon of 40 matches 349 4e-98
lcl|Amplicon 152 non-redundant amplicon of 66 matches 349 4e-98
lcl|Amplicon 723 non-redundant amplicon of 2 matches 347 le-97
lcl|Amplicon 644 non-redundant amplicon of 4 matches 347 le-97
lcl|Amplicon 593 non-redundant amplicon of 2 matches 347 le-97
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lcl|Amplicon_ 509
lcl|Amplicon 97

lcl|Amplicon 78

lcl|Amplicon 57

lcl|Amplicon 411
lcl|Amplicon 346
lcl|Amplicon 339
lcl|Amplicon_ 305
lcl|Amplicon_ 739
lcl|Amplicon 292
lcl|Amplicon 301
lcl|Amplicon 296
lcl|Amplicon 673
lcl|Amplicon 500
lcl|Amplicon 68

lcl|Amplicon 201
lcl|Amplicon_ 735
lcl|Amplicon 674
lcl|Amplicon 671
lcl|Amplicon 383
lcl|Amplicon 218
lcl|Amplicon 33

lcl|Amplicon 93

lcl|Amplicon 789
lcl|Amplicon 577
lcl|Amplicon 501
lcl|Amplicon 273
lcl|Amplicon 90

lcl|Amplicon 71

lcl|Amplicon 67

lcl|Amplicon 428
lcl|Amplicon 200
lcl|Amplicon 327
lcl|Amplicon 50

lcl|Amplicon 12

lcl|Amplicon 279
lcl|Amplicon 353
lcl|Amplicon 564
lcl|Amplicon 174
lcl|Amplicon 615
lcl|Amplicon 266
lcl|Amplicon 42

lcl|Amplicon 358
lcl|Amplicon 503
lcl|Amplicon 166
lcl|Amplicon 18

lcl|Amplicon 670
lcl|Amplicon 465
lcl|Amplicon 245
lcl|Amplicon 138
lcl|Amplicon 670
lcl|Amplicon 465
lcl|Amplicon 245
lcl|Amplicon 138
lcl|Amplicon 125
lcl|Amplicon 714
lcl|Amplicon 630
lcl|Amplicon 598
lcl|Amplicon 268
lcl|Amplicon 468
lcl|Amplicon 328
lcl|Amplicon_ 740
lcl|Amplicon 372
lcl|Amplicon 760
lcl|Amplicon 751
lcl|Amplicon 162
lcl|Amplicon 317
lcl|Amplicon 459
lcl|Amplicon 371
lcl|Amplicon 766

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result

non-redundant amplicon of 4 matches
non-redundant amplicon of 12 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 14 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of 10 matches
of 12 matches
of 6 matches
of 6 matches
of 4 matches
of 6 matches
of 24 matches
of 4 matches
of 4 matches
of 10 matches

non-redundant amplicon of 12 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of 182 matches
of 4 matches
of 6 matches
of 2 matches
of 18 matches
of 8 matches

non-redundant amplicon of 2740 matches
non-redundant amplicon of 62 matches
non-redundant amplicon of 76 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 8 matches
non-redundant amplicon of 48 matches
non-redundant amplicon of 8 matches
non-redundant amplicon of 112 matches
non-redundant amplicon of 12 matches
non-redundant amplicon of 308 matches
non-redundant amplicon of 4816 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of 28 matches
of 6 matches
of 4 matches
of 78 matches
of 4 matches
of 178 matches

non-redundant amplicon of 18 matches
non-redundant amplicon of 12 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 44 matches
non-redundant amplicon of 166 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of 2 matches
of 4 matches
of 52 matches
of 132 matches
of 2 matches
of 4 matches
of 52 matches
of 132 matches
of 742 matches
of 2 matches
of 8 matches
of 2 matches
of 190 matches
of 2 matches
of 18 matches
of 4 matches
of 6 matches
of 2 matches
of 2 matches
of 20 matches
of 10 matches
of 2 matches
of 6 matches
of 4 matches

347
347
347
347
347
347
347
347
347
345
345
343
343
343
343
343
343
338
338
338
338
338
336
334
334
334
334
334
334
334
334
334
334
334
334
333
333
331
331
329
329
329
327
327
327
327
325
325
325
325
325
325
325
325
325
324
324
324
324
322
322
322
320
318
318
318
318
316
316
315

le-97
le-97
le-97
le-97
le-97
le-97
le-97
le-97
le-97
5e-97
5e-97

2e-96
2e-96
2e-96
2e-96
2e-96

2e-96
7e-95
7e-95
7e-95
7e-95
T7e-95

3e-94
9e-94
9e-94
9e-94
9e-94
9e-94
9e-94
9e-94
9e-94
9e-94
9e-94
9e-94

9e-94
3e-93
3e-93

le-92
le-92
4e-92
4e-92

4e-92
le-91
le-91
le-91
le-91
5e-91
5e-91
5e-91
5e-91
5e-91
5e-91
5e-91
5e-91
5e-91

2e-90
2e-90
2e-90
2e-90
6e-90
6e-90

6e-90
2e-89
7e-89
7e-89
7e-89
7e-89
2e-88
2e-88
8e-88
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lcl|Amplicon 289
lcl|Amplicon_ 780
lcl|Amplicon 758
lcl|Amplicon 375
lcl|Amplicon 576
lcl|Amplicon 489
lcl|Amplicon 131
lcl|Amplicon 22

lcl|Amplicon_ 785
lcl|Amplicon 621
lcl|Amplicon 128
lcl|Amplicon 354
lcl|Amplicon 36

lcl|Amplicon 458
lcl|Amplicon 261
lcl|Amplicon 119
lcl|Amplicon 249
lcl|Amplicon 178
lcl|Amplicon 712
lcl|Amplicon 484
lcl|Amplicon 226
lcl|Amplicon 48

lcl|Amplicon 442
lcl|Amplicon 724
lcl|Amplicon 681
lcl|Amplicon 678
lcl|Amplicon 594
lcl|Amplicon 79

lcl|Amplicon 463
lcl|Amplicon 91

lcl|Amplicon 98

lcl|Amplicon 300
lcl|Amplicon 58

lcl|Amplicon 332
lcl|Amplicon 9

lcl|Amplicon 306
lcl|Amplicon 741
lcl|Amplicon 13

lcl|Amplicon 695
lcl|Amplicon 669
lcl|Amplicon 664
lcl|Amplicon 662
lcl|Amplicon 661
lcl|Amplicon 656
lcl|Amplicon 297
lcl|Amplicon 510
lcl|Amplicon 504
lcl|Amplicon 675
lcl|Amplicon 378
lcl|Amplicon 781
lcl|Amplicon 675
lcl|Amplicon 378
lcl|Amplicon 781
lcl|Amplicon_ 733
lcl|Amplicon 718
lcl|Amplicon 715
lcl|Amplicon 694
lcl|Amplicon 666
lcl|Amplicon 592
lcl|Amplicon 476
lcl|Amplicon 469
lcl|Amplicon 287
lcl|Amplicon 153
lcl|Amplicon 43
lcl|Amplicon 45
lcl|Amplicon 139
lcl|Amplicon 659
lcl|Amplicon 645
lcl|Amplicon 631
lcl|Amplicon 290
lcl|Amplicon 238

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of
of

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result

6 matches
2 matches

of 2 matches
of 6 matches
of 2 matches

of
of

4 matches
36 matches

non-redundant amplicon of 18 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 10 matches
non-redundant amplicon of 54 matches
non-redundant amplicon of 5 matches
non-redundant amplicon of 2906 matches
amplicon of 11 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of
of
of
of
of
of
of

16 matches
56 matches
392 matches
69 matches
1 matches
1 matches
5 matches

non-redundant amplicon of 966 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon

of
of
of
of
of

2 matches
1 matches
2 matches
1 matches
1 matches

non-redundant amplicon of 3 matches
non-redundant amplicon of 1 matches
non-redundant amplicon of 3 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 3 matches
non-redundant amplicon of 7 matches
non-redundant amplicon of 3 matches

non-redundant amplicon of 3 matches

non-redundant amplicon of 3 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 2835 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of
of

matches
matches
matches
matches
matches
matches
2 matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
22 matches
1 matches
1 matches
1 matches
6 matches
25 matches
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non-redundant amplicon of 9 matches
non-redundant amplicon of 597 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of
of
of
of
of
of

84 matches
1 matches
2 matches
4 matches
3 matches
44 matches

313

306
306
289
289

3e-87
4e-85
4e-85
3e-80
3e-80
4e-79
2e-71
2e-70
le-67
le-67
le-67
le-65
4e-60
le-59
le-59
le-59
le-59
le-59
5e-59
5e-59
5e-59
5e-59
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
2e-58
6e-58
6e-58
6e-58
6e-58
6e-58
6e-58
6e-58
6e-58
6e-58
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
2e-57
T7e-57
T7e-57
T7e-57
T7e-57
T7e-57
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lcl|Amplicon_ 687
lcl|Amplicon 623
lcl|Amplicon 585
lcl|Amplicon 514
lcl|Amplicon 454
lcl|Amplicon 340
lcl|Amplicon 732
lcl|Amplicon_ 730
lcl|Amplicon 727
lcl|Amplicon 711
lcl|Amplicon_ 699
lcl|Amplicon 691
lcl|Amplicon 668
lcl|Amplicon 467
lcl|Amplicon 460
lcl|Amplicon 736
lcl|Amplicon 359
lcl|Amplicon 163
lcl|Amplicon 150
lcl|Amplicon 731
lcl|Amplicon 720
lcl|Amplicon 713
lcl|Amplicon 709
lcl|Amplicon 707
lcl|Amplicon 703
lcl|Amplicon 698
lcl|Amplicon 697
lcl|Amplicon 693
lcl|Amplicon 286
lcl|Amplicon 774
lcl|Amplicon 710
lcl|Amplicon 665
lcl|Amplicon 761
lcl|Amplicon 700
lcl|Amplicon 692
lcl|Amplicon 605
lcl|Amplicon 599
lcl|Amplicon 513
lcl|Amplicon 706
lcl|Amplicon 690
lcl|Amplicon 686
lcl|Amplicon 683
lcl|Amplicon 545
lcl|Amplicon 321
lcl|Amplicon 318
lcl|Amplicon 457
lcl|Amplicon 721
lcl|Amplicon 376
lcl|Amplicon 722
lcl|Amplicon 457
lcl|Amplicon 721
lcl|Amplicon 376
lcl|Amplicon 722
lcl|Amplicon 629
lcl|Amplicon 490
lcl|Amplicon 202
lcl|Amplicon 373
lcl|Amplicon 23

lcl|Amplicon 602
lcl|Amplicon 14

lcl|Amplicon 616
lcl|Amplicon 734
lcl|Amplicon 565
lcl|Amplicon 175
lcl|Amplicon 126
lcl|Amplicon 429
lcl|Amplicon 672
lcl|Amplicon 579
lcl|Amplicon 511
lcl|Amplicon 219
lcl|Amplicon 466

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
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lcl|Amplicon 60

lcl|Amplicon 59

lcl|Amplicon 341
lcl|Amplicon 44

lcl|Amplicon 10

lcl|Amplicon 716
lcl|Amplicon 293
lcl|Amplicon 291
lcl|Amplicon 302
lcl|Amplicon 129
lcl|Amplicon 667
lcl|Amplicon 461
lcl|Amplicon 69

lcl|Amplicon 374
lcl|Amplicon 360
lcl|Amplicon 330
lcl|Amplicon 51

lcl|Amplicon 624
lcl|Amplicon 728
lcl|Amplicon_ 725
lcl|Amplicon 696
lcl|Amplicon 682
lcl|Amplicon 679
lcl|Amplicon 657
lcl|Amplicon 595
lcl|Amplicon 538
lcl|Amplicon 512
lcl|Amplicon 92

lcl|Amplicon 99

lcl|Amplicon 80

lcl|Amplicon 312
lcl|Amplicon 333
lcl|Amplicon 307
lcl|Amplicon 742
lcl|Amplicon 16

lcl|Amplicon 622
lcl|Amplicon 505
lcl|Amplicon 11

lcl|Amplicon 470
lcl|Amplicon 361
lcl|Amplicon 408
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lcl|Amplicon 717
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lcl|Amplicon 704
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lcl|Amplicon 477
lcl|Amplicon 288
lcl|Amplicon 154
lcl|Amplicon 319
lcl|Amplicon 120
lcl|Amplicon 231
lcl|Amplicon 737
lcl|Amplicon 140
lcl|Amplicon 46

lcl|Amplicon 620
lcl|Amplicon 255
lcl|Amplicon 606
lcl|Amplicon 464
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lcl|Amplicon 658 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 762 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 729 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 726 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 708 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 702 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 689 non-redundant amplicon of 2 matches 131 2e-32
lcl|Amplicon 685 non-redundant amplicon of 2 matches 131 2e-32
lcl|Amplicon 677 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 663 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 632 non-redundant amplicon of 4 matches 131 2e-32
lcl|Amplicon 596 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 539 non-redundant amplicon of 1 matches 131 2e-32
lcl|Amplicon 81 non-redundant amplicon of 3 matches 131 2e-32
lcl|Amplicon 412 non-redundant amplicon of 5 matches 131 2e-32
lcl|Amplicon 334 non-redundant amplicon of 3 matches 131 2e-32
lcl|Amplicon 19 non-redundant amplicon of 1106 matches 131 2e-32
lcl|Amplicon 308 non-redundant amplicon of 3 matches 131 2e-32
lcl|Amplicon 743 non-redundant amplicon of 2 matches 131 2e-32
lcl|Amplicon 625 non-redundant amplicon of 1 matches 129 Te-32
lcl|Amplicon 506 non-redundant amplicon of 1 matches 129 Te-32
lcl|Amplicon 462 non-redundant amplicon of 1 matches 129 Te-32
lcl|Amplicon 121 non-redundant amplicon of 63 matches 129 Te-32
lcl|Amplicon 738 non-redundant amplicon of 2 matches 129 Te-32
lcl|Amplicon 379 non-redundant amplicon of 3 matches 127 2e-31
lcl|Amplicon 362 non-redundant amplicon of 6 matches 127 2e-31
lcl|Amplicon 600 non-redundant amplicon of 1 matches 127 2e-31
lcl|Amplicon 478 non-redundant amplicon of 1 matches 127 2e-31
lcl|Amplicon 203 non-redundant amplicon of 17 matches 127 2e-31
lcl|Amplicon 155 non-redundant amplicon of 13 matches 127 2e-31
lcl|Amplicon 164 non-redundant amplicon of 10 matches 127 2e-31
lcl|Amplicon 204 non-redundant amplicon of 28 matches 127 2e-31
lcl|Amplicon 141 non-redundant amplicon of 87 matches 127 2e-31
lcl|Amplicon 782 non-redundant amplicon of 2 matches 125 8e-31
lcl|Amplicon 497 non-redundant amplicon of 2 matches 125 8e-31
lcl|Amplicon 377 non-redundant amplicon of 6 matches 123 3e-30
lcl|Amplicon 232 non-redundant amplicon of 19 matches 122 le-29
lcl|Amplicon 165 non-redundant amplicon of 10 matches 120 4e-29
lcl|Amplicon 495 non-redundant amplicon of 1 matches 114 le-27
lcl|Amplicon 205 non-redundant amplicon of 17 matches 114 le-27
lcl|Amplicon 132 non-redundant amplicon of 9 matches 102 9e-24
lcl|Amplicon 355 non-redundant amplicon of 8 matches 100 3e-23
lcl|Amplicon 492 non-redundant amplicon of 2 matches 96.9 4e-22
lcl|Amplicon 491 non-redundant amplicon of 2 matches 91.5 2e-20
lcl|Amplicon 24 non-redundant amplicon of 9 matches 87.8 2e-19
lcl|Amplicon 133 non-redundant amplicon of 18 matches 80.6 3e-17
lcl|Amplicon 130 non-redundant amplicon of 27 matches 78.8 le-16

lcl|Amplicon 133 non-redundant amplicon of 18 matches 80.6 3e-17
lcl|Amplicon 130 non-redundant amplicon of 27 matches 78.8 le-16
>1cl|Amplicon 47 non-redundant amplicon of 6422 matches
Length=195
Score = 352 bits (390), Expect = 3e-99
Identities = 195/195 (100%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrrrrrrrrrrrrr et et r ettt e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrrrrrrrrrrrrr et et r ettt e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
Frrrrrrrrrerrrrerrrr e e e ettt et e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FEETEEErr et
Sbjct 181 CACAATCCCACTATC 195
Score = 280 bits (310), Expect = 2e-77
Identities = 155/155 (100%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
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CErerrerrerrerrereerrerrerrerrrr et ettt ettt rrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErerrerrerrerrerrerrerrerrerrrr et ettt et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr e ettt et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 194 non-redundant amplicon of 40 matches
Length=195
Score = 349 bits (386), Expect = 4e-98
Identities = 193/193 (100%), Gaps = 0/193 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrr et e et e et et r et e et r e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTA 560
LI ErTd
Sbjct 181 CACAATCCCACTA 193
Score = 280 bits (310), Expect = 2e-77
Score = 280 bits (310), Expect = 2e-77
Identities = 155/155 (100%), Gaps 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEErrerrr et ettt e e et r et et el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CEErrerrr et ettt e e et r et et el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FETEET et ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 152 non-redundant amplicon of 66 matches
Length=195
Score = 349 bits (386), Expect = 4e-98
Identities = 193/193 (100%), Gaps 0/193 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt e rrrrre
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTA 560
LETEETEET
Sbjct 181 CACAATCCCACTA 193
Score = 280 bits (310), Expect = 2e-77
Identities = 155/155 (100%), Gaps 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrerrrrrerrereerrerrerrerrrr et ettt et rrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrerrerrerrereerrerrrrrer et ettt et e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et e ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 723 non-redundant amplicon of 2 matches Length=195
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Score = 347 bits (384), Expect = l1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrererrrrrrrrrr et e e e errrrrr ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60 Query
368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrr et et e e ettt et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CEErrrrrr e et e et ettt e et ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrerrrererrrrrrrrrrer et e e erererr et ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCCCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 280 bits (310), Expect
Identities = 155/155 (100%), Gaps
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrerrrrrerrerrerrrrrerrerr et e et rerr et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrrrrrrr et e erererrrrrrrr ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CETEET et err et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1cl|Amplicon 644 non-redundant amplicon of 4 matches
Length=195
Score = 347 bits (384), Expect = 1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
Lot rrrrrrrrrererer et e e e errrrer e et et e et rrrrrnd
Sbjct 1 GCCCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
Crrrrrrrererrrrrrrrer e e e errrrrrrr ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
LI rrrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 275 bits (304), Expect = T7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEotrrrrrrerrrrrrrr et e e e errr ettt e e r e
Sbjct 1 GCCCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererererrrrrrrrrrrr et et ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrrrrrrrer et e rrerrrrrr ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEETEErr et ettt et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 593 non-redundant amplicon of 2 matches Length=195
Score = 347 bits (384), Expect = 1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEErrrrr et ettt e er ettt e et

2e=71
0/155 (0%)
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Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErerrerrerrerrereerrerrerrerrrr et et rerr et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrr et e et e ettt r e et r e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
L rrrrrrrrrrnd
Sbjct 181 CTCAATCCCACTATC 195
Score = 280 bits (310), Expect = 2e-77
Identities = 155/155 (100%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrr et e et e et e et r ettt e ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CEErrrrrr et et e et et e e e ettt
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 509 non-redundant amplicon of 4 matches Length=195
Score = 347 bits (384), Expect = 1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrerrrrrerrereerrerrerrererr et et ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrerrerrereerrerrerrerrrrrerrereerrerrerr et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CEErrerrr rrrr ettt e e e e et et
Sbjct 121 CAACCACGTATTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FETEETErrrrrrnd
Sbjct 121 CAACCACGTATTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FETEETErrrrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 275 bits (304), Expect = 7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Crrrrrerrereerrereerrerrerrererrrrrrrr ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr e trerr et e et
Sbjct 121 CAACCACGTATTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 97 non-redundant amplicon of 12 matches Length=195
Score = 347 bits (384), Expect = le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEEErrrrrerrerrerrerrerrerrerrer ettt ettt et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrrreerrereerrerrerrerrrrrerrer ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Crrrrrerrerrerrereerrerrerrerr rrerrerrrrrrrr et e e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATATGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FETEETErrrrrrnd
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Sbjct 181 CACAATCCCACTATC 195
Score = 275 bits (304), Expect = T7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrr et e et e ettt r e et r e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrrrrrrrer et e e e e rrrrr ettt et
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEErrrrrerrrrrrrrrrrr e e il
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATATGAT 155
>1cl|Amplicon 78 non-redundant amplicon of 6 matches
Length=195
Score = 347 bits (384), Expect = l1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Score = 347 bits (384), Expect = le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrererrrrrrrrrr et et et e e et e rrrrrrr e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CEEErrrrrerrerrrrrerrerrer rrrrr ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATGGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FITEETEEErrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 275 bits (304), Expect = T7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
Crrrrrrrererrrrrrrrer e e e errrrrrrr ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr e et err e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATGGATGTGAT 155
>lcl|Amplicon 57 non-redundant amplicon of 14 matches
Length=195
Score = 347 bits (384), Expect = 1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrrrrrrererer et ererererrrrer et et rr et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrerrrerer rrrrrrrr et et e e errrrrrrr et et
Sbjct 61 ACAGTGGTCCCAGAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 275 bits (304), Expect = 7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrererrrrrrrrer e e e ererrrrrr ettt r e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
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Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererrrrrrrrrr e e e errrrrrrr ettt e r e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrerrrerer rrrrrrrr et e e e errrrrrrr ettt
Sbjct 61 ACAGTGGTCCCAGAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEETEEErr et et et el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 411 non-redundant amplicon of 10 matches
Length=195
Score = 347 bits (384), Expect = 1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrerrrererrrrrrrrer e e e errrrrr ettt e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrr et e et e et et r et e et r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrerrerrerrerrerrr rerrerr e rerr e e et et et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTTGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 275 bits (304), Expect = T7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
FErrrrerrrrrerrerrerrrrrerrerr e et ettt et rrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FErrrrerrrrrerrerrerrrrrerrerr e et ettt et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEErrrr et et rrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTTGATTGATGTGAT 155
>1lcl|Amplicon 346 non-redundant amplicon of 12 matches
Length=195
Score = 347 bits (384), Expect = 1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrerrrererrrrrrrrer e et rrrrrrrr ettt e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAAGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrererrrrrrrrer et e rrerrrrrr ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 275 bits (304), Expect = T7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrrererrrrrrrr et et er e et e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAAGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FErrrrrrererrrrrrrrrr et et e er ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
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CETEETErr et et ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 339 non-redundant amplicon of 6 matches
Length=195
Score = 347 bits (384), Expect = le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrerrerrerrereerrerrerrerrrrrerrerrerrerrerrerrrrrer rd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACCTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
FEErrrrrrrrrrrerrr et r et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FEEEEEEErrrrrr
Sbjct 181 CACAATCCCACTATC 195
Score = 275 bits (304), Expect = T7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEErrrrrr et ettt e e e et et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CEErrrrrr et et e e et r ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACCTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CETEErrrr et et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 305 non-redundant amplicon of 6 matches
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 305 non-redundant amplicon of 6 matches
Length=195
Score = 347 bits (384), Expect = 1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt e rrrrre
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
Crrrrrerrereerrereerrerrerrerrrrrerrer ettt e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
LI T Errrrrrnd
Sbjct 181 CACTATCCCACTATC 195
Score = 280 bits (310), Expect 2e=77
Identities = 155/155 (100%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et et rrrrr
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
FErrrrerrrreerrer et et e e et ettt e e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEEErr et ettt et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 739 non-redundant amplicon of 4 matches
Length=195
Score = 347 bits (384), Expect = 1le-97
Identities = 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
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CErerrerrerrerrereerrerrerrerrrr et ettt ettt rrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CEEEr crrrrrerrerrerrerrerrerrrr et ettt et e
Sbjct 61 ACAGTTGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
Crrrrrrrererrrrrrrrer et e e e errrrrr et r e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 275 bits (304), Expect = 7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Score = 275 bits (304), Expect = T7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrerrrererrrrrrrrer e e e errrrrrrr ettt e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CETEr rrrrrrerrerrerrrrrerrerr et ettt et e
Sbjct 61 ACAGTTGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CETEET et et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 292 non-redundant amplicon of 6 matches
Length=196
Score = 345 bits (382), Expect = 5e-97
Identities = 195/196 (99%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCC-ACGAGGAGCATCGTGGAAAAAGAAGACGTT 486
CErerrerrerrerrerrerrerrerrer rrrrrrerrerr et et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCCACGAGGAGCATCGTGGARAAAAGAAGACGTT 120
Query 487 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 546
CErrrrrrerrrrererrrerrrererrrerrrrer ettt e et rrrr

Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 547 GCACAATCCCACTATC 562
FIETEEErrrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
Score = 273 bits (302), Expect = 3e-75
Identities = 155/156 (99%), Gaps = 1/156 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCA-CCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 225
CErrrrrrererrerrrrrer et et trerrrrrr e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 120
Query 226 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEEErrrr et e el
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 156
>lcl|Amplicon 301 non-redundant amplicon of 24 matches
Length=196
Score = 345 bits (382), Expect = 5e-97
Identities = 195/196 (99%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEErrrrr et ettt e er ettt e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
CErrrrrrererrrrrrrrer e e e ererrrrrr ettt r e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGG-AAAAAGAAGACGTT 486
CErrrrrrrererrrrrrrr et e e ererrrrrr et et et

45 de 100 _ 28/03/2017 09:46

....... VY EaNe) PN e Walalarael il e B B Vo Ul alah Walalalalah Ualalah Warlah Warlak VWalak Ve tlalal el b B B Varr B Ve Varyalasissl nor



SequenceServer: Custom BLAST Server

46 de 100

Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAAGAAGACGTT
Query 487 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
CErerrerrerrerrereerrerrerrerrrr et et rerr et rrrrrnd
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
Query 547 GCACAATCCCACTATC 562
FEETTEEErrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
Score = 273 bits (302), Expect = 3e-75
Identities = 155/156 (99%), Gaps = 1/156 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrerrrererrrrrrrrer et e e e errrrrr ettt et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGG-AAAAAGAAGACGTT
CEErrrrrrrrrrrrerrrrerrrr e rerrrrrrrrr et trrr el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAAGAAGACGTT
Query 226 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEETEEErr e ettt e el
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 156
>lcl|Amplicon 296 non-redundant amplicon of 4 matches
Length=195
Score = 343 bits (380), Expect = 2e-96
Identities = 193/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrrrrerrerrerrrrrerrerr et e et rerr et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrerrrrrerrerrerrerrerrerrrrrert trerrrrrrrr et rrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATAACTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
R
Sbjct 181 AACAATCCCACTATC 195
Score = 280 bits (310), Expect
Identities = 155/155 (100%), Gaps
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEErrrrrererrerrrrrer e e e e e et ettt e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEETEErr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 673 non-redundant amplicon of 4 matches Length=195
Score = 343 bits (380), Expect = 2e-96
Identities = 193/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererrrrrrrrer et e e e errrrrrr et et ter et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrererrrrrrrrer e e e ererrrrrr ettt r e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 271 bits (300), Expect = 9e-75
Identities = 153/155 (99%), Gaps = 0/155 (0%)
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Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
FEEErr e e e et et e e e et rerr et ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrr et e et e ettt r e et r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr e et rr ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 500 non-redundant amplicon of 10 matches
Length=195
Score = 343 bits (380), Expect = 2e-96
Identities = 193/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEErrrrrrrrrrrrerrrrerrrrerrrrerrrrerrrrrrrrrerrrr el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATCTCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CEErrrrrr e et e et et r et et et e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrererrrrrrrrer et et e e errrrrr ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Query 548 CACAATCCCACTATC 562
FITEETEEErrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 271 bits (300), Expect = 9e-75
Identities = 153/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
FEErrrrr et ettt e e e ettt LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATCTCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 68 non-redundant amplicon of 12 matches Length=194
Score = 343 bits (380), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrererrrrrrrrrr e e e e et ettt ettt e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrer et e e e errrrrrrrr et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCA-CGTGGAAAAAGAAGACGTTC 119
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 180 CACAATCCCACTATC 194
Score = 271 bits (300), Expect = 9e-75
Identities = 154/155 (99%), Gaps = 1/155 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEErrrrr et ettt e er ettt e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrrrrrrr e et et ererrrrrr et et e et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCA-CGTGGAAAAAGAAGACGTTC 119
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
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FETEET ettt ettt e
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 154
>lcl|Amplicon 201 non-redundant amplicon of 182 matches
Length=195
Score = 343 bits (380), Expect = 2e-96
Identities = 193/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Score = 343 bits (380), Expect = 2e-96
Identities = 193/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEErrrrrrerrrrrerrrr e e rerrrer trrrrrr e e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTGAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrr et e et e et et r et e et r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrererrrrrrrrer et e e errrrrrrr et e r e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
R
Sbjct 181 AACAATCCCACTATC 195
Score = 275 bits (304), Expect = 7e-76
Identities = 154/155 (99%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrerrrrrerrerrerrrrrerrerrrrrerrr ettt et rrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et rr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1cl|Amplicon 735 non-redundant amplicon of 4 matches
Length=195
Score = 343 bits (380), Expect = 2e-96
Identities = 194/195 (99%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrerrrrererrrerrrererrrerrrrer ettt e et rrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCC-CACTAT 561
LI el
Sbjct 181 CACAATCCGCACTAT 195
Score = 280 bits (310), Expect
Identities = 155/155 (100%), Gaps
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererrrrrrrr et et et et e rrrrr e e e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrrrerrrrrrererrr et et et e rr e et ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrrrer e et e e et ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEEEEErr et et ettt e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 674 non-redundant amplicon of 6 matches
Length=195
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Score = 338 bits (374), Expect = 7e-95
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
Crrrrrrrererrrrrrrrererererererrrrrrr et et rrrrrrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrr et et e e ettt et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CEErrrrrr e rrerr e et e e e e et e e
Sbjct 121 CAACCACGTCTTTAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 266 bits (294), Expect = 4e-73
Identities = 152/155 (98%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEErrrrrrrrrrrrerrr e et eerrrerrrrer rrerrt trrr e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrerrrrrerrereerrrrrrrrer e et ettt et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEErrrrerer trrr et e el
Sbjct 121 CAACCACGTCTTTAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 671 non-redundant amplicon of 2 matches Length=195
Score = 338 bits (374), Expect = 7e-95
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrererrerrrrrer et e erererrrrr et et terrrrrrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrerrrrrerrr rerrrr et et e et e e e e e
Sbjct 61 ACAGTGGTCCCAAAGACGGACCCCCACCCACGAGGAGCATCGTGGARAARAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
FErrrrrrererrrrrrrrrr e e et e et ettt ettty
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
Crrrrrrrererrrrrrrrer e e e errrrrrrr ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
LI Er e
Sbjct 181 CACAATCCCACTATC 195
Score = 266 bits (294), Expect = 4e-73
Identities = 152/155 (98%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
Crrrrrrrererrrrrrrrererererererrrrrrr e et rrrrrrrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrerr e rr et e e errrrrrrr ettt e r e
Sbjct 61 ACAGTGGTCCCAAAGACGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEETEErr et ettt et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1cl|Amplicon 383 non-redundant amplicon of 18 matches
Length=195
Score = 338 bits (374), Expect = 7e-95
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrerrrererrrrrrrrererererererrrrrrr e et rrrrrrrrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrer e e e ererrrrrr ettt r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
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Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Crrrrrrrererrrrrrrrrr e e e ererrrr rrrrr et r e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 269 bits (298), Expect = 3e-74
Identities = 152/154 (99%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrrrrrrrrrrrrrerrrr e e errrrer trrerr trrrrrrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrerrrererrrrrrrrer et e e e e ettt et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEErrr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>1lcl|Amplicon 218 non-redundant amplicon of 8 matches Length=195
>lcl|Amplicon 218 non-redundant amplicon of 8 matches Length=195
Score = 338 bits (374), Expect = 7e-95
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrerrrererrrrrrrrerererererererrrrr e et rerrrrrrrrr r
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CEErrrrrererrrrrrrr e et e e e ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrrrrrerrereerrrrrerrer e et et et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FITEETEEErrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 266 bits (294), Expect = 4e-73
Identities = 152/155 (98%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererrrrrrrrer et e e erererrrrr et et rerrrrrrrrr
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 33 non-redundant amplicon of 2740 matches
Length=195
Score = 338 bits (374), Expect = 7e-95
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEotrrrrrrerrrrrrrrrr et e ererrrrrrr et et rrr e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et e rrerrrrrr ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 266 bits (294), Expect = 4e-73
Identities = 152/155 (98%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Score = 266 bits (294), Expect = 4e-73
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Identities = 152/155 (98%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrerrerrerrerrerrerrrrrerre rerrer trrrrrrrrrrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Crrrrrrrererrrrrrrrer et e e e errrrrr et r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et rr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1cl|Amplicon 93 non-redundant amplicon of 62 matches
Length=195
Score = 336 bits (372), Expect = 3e-94
Identities = 189/191 (99%), Gaps = 0/191 (0%)
Strand=Plus/Plus
Query 372 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG
CErrrrrrrrrrrrrrrrrr e e e et reerrtr et e
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCGACAG
Query 432 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
CErrrerrrererrrrrrrrer et rr e e rrrrr ettt e
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
Query 492 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA
CErrrrerrrrrerrerrerrrrrerrerr et e ettt et e
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA
Query 552 ATCCCACTATC 562
FITETTETTT
Sbjct 185 ATCCCACTATC 195
Score = 264 bits (292), Expect = le-72
Identities = 149/151 (99%), Gaps = 0/151 (0%)
Strand=Plus/Plus
Query 111 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG
Crrrrrrrererrerrrrrererererererer rrrrrr e e e e
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCGACAG
Query 171 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
FErrrrerrrrrerrerrerrrrrerrerr e et ettt et rrrrrnd
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
Query 231 CACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEETErrr et et el
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 789 non-redundant amplicon of 76 matches
Length=195
Score = 334 bits (370), Expect = 9e-94
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrrererrrrrr et e e e errrrrrr et et rer e e
Sbjct 1 GCACCTACAAATGCCATAATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Crrrrrrrererrrrrrrrer e e errrrrrrr ettt r e
Sbjct 1 GCACCTACAAATGCCATAATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrererrrrrr et et et e r ettt el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrrrrerrrrrr et et e e errrrrrr et et e et
Sbjct 1 GCACCTACAAATGCCATAATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CEErrrrr et ettt e er ettt e et
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Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEETEEErr et e r et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 577 non-redundant amplicon of 2 matches
Length=195
Score = 334 bits (370), Expect = 9e-94
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrerrrreerrereerrerrerrererrrerrr rerrrr e e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrerrerrereerrerrerrerrr rerrerrerrerrerr e e rrrrrend
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACAAGGAGCATCGTGGAARAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CEErrrrrr et et e et et e e e ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FEETEEEET
Sbjct 181 CACAATCCCACTATC 195
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrerrerrerrereerrerrerrerrrrrerre rerrer trrrrrrrrrrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrr et rrrrr e e ettt et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACAAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEETEEEE ettt et e e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CETEErrrr et et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1cl|Amplicon 501 non-redundant amplicon of 2 matches Length=195
Score = 334 bits (370), Expect = 9e-94
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot errerrereerrerrr rerrrrrerre rerrer trrrrrrrrrrrrn
Sbjct 1 GCACCTACAAATGCCATCATTGCGAAAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Crrrrrerrereerrereerrerrrr et et et e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrerrerrrrrereerrerrerrerrrr et e ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FETEETErrrrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrerrerrerrereerrerrr rerrrrrerre rerretr rrrrrrrrrrrrr
Sbjct 1 GCACCTACAAATGCCATCATTGCGAAAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et et rrrrr
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 273 non-redundant amplicon of 6 matches
Length=195
Score = 334 bits (370), Expect = 9e-94
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Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrrrrrrrerrereerrrreerrererrrer rer et et
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGNCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FITEETEErrrrrnd
Sbjct 181 CACAATCCCACTATC 195
FITEETEErrrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrerrerrerrereerrerrerrerrrreer o rerret trrrrrrrrrrrrend
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGNCTATCGTTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEETEEEE ettt et e e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 90 non-redundant amplicon of 6 matches Length=195
Score = 334 bits (370), Expect = 9e-94
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrrrr et rrrrrer e rrrrer trrert rrrrrrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrerrerrerrerrerrereerrerrer trrerr et et e el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTCATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FETEETErrrrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrerrerrerrereerrerrerrerrrrrerre rerrer trrrrrrrrrrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
T A I O I O
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTCAT 155
>lcl|Amplicon 71 non-redundant amplicon of 8 matches Length=194
Score = 334 bits (370), Expect = 9e-94
Identities = 192/195 (98%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Identities = 192/195 (98%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt ettt e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErerrerrerrerrereerrerrerr rrrrrerrer e trrrrerrer rrrrrrrn
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Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACGCACGAGGAGCA-CGTGGAAAAACAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErerrerrerrerrereerrerrerrerrrr et et rerr et rrrrrnd
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FEETEEEET
Sbjct 180 CACAATCCCACTATC 194
Score = 262 bits (290), Expect = 5e-72
Identities = 152/155 (98%), Gaps = 1/155 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererrrrrrrrer e e e errrrrrrr ettt e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrrerrrrrerrrr e e rrerrr e et et e e el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACGCACGAGGAGCA-CGTGGAAAAACAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEETEEErr et e r et
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 154
>1lcl|Amplicon 67 non-redundant amplicon of 48 matches
Length=195
Score = 334 bits (370), Expect = 9e-94
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrrrrrrrerererrrerererrrerrrrere et rrrrrrrrrrrrr
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEEErrrrrrrrrr e ettt e e et e e e e b el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrrrrrerrereerrerrrrrer e et et et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrrrererrrrrrrrerrrererererrrrrerr et rrr e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 428 non-redundant amplicon of 8 matches Length=195
Score = 334 bits (370), Expect = 9e-94
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEotrrrrrrerrrrrrrrrr et e ererrrrrrr e et rerrrrrr rrrrn
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCCCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et e rrerrrrrr ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CEErrrrr et ettt e er ettt e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 262 bits (290), Expect = 5e-72
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Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrerrerrerrerrerrerrrrrerre rerrer rrrrrrrr rrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCCCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrerrrrrrrrr et et er ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et rr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 200 non-redundant amplicon of 112 matches
Length=195
Score = 334 bits (370), Expect = 9e-94
Identities = 190/193 (98%), Gaps = 0/193 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrrrrerrrrrrrrer e e e errrrrrr et et rrr e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrerrrererrrrrrrrer et e e errrrrr et r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FErrrrerrrrrerrerrerrrrrerrerr e et ettt et rrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FEEErrrrrrrrerr et et et e e et e e e e el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTA 560
LIl
Sbjct 181 CACAATCCCACTA 193
Score = 266 bits (294), Expect = 4e-73
Identities = 152/155 (98%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrerrerrerrerrerrerrrrrerre rerrer trrrrrrrrrrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 327 non-redundant amplicon of 12 matches
Length=195
Score = 334 bits (370), Expect = 9e-94
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Crrrrerrrererrerrrrrererererererrrrrrr e et e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAAATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrrrrr et et et e etr e ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FEErrrrrererrrrrrrr et et et e et et ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 264 bits (292), Expect = le-72
Identities = 151/154 (98%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererrerrrrrrr et e e ererrrrrrr et et e rrrrrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAAATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CEErrrrr et ettt e er ettt e et
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Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC

Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
CEETEEEEr et e e

Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154

>lcl|Amplicon 50 non-redundant amplicon of 308 matches

Length=195

>lcl|Amplicon 50 non-redundant amplicon of 308 matches
Length=195

Score = 334 bits (370), Expect = 9e-94

Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererererrerrrrrrrrr et ererer et rrrrrrrrrrr
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrrrer et e e erererr ettt et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErerrerrerrerrerrerrrrrerrerrrr et ettt et rrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErerrerrerrerrerrerrerrerrerrrrrerre rerrer rrrrrrrrrer
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrrrrerrerrerrrrrerrerrrrrert trerrrrrrr et rrrrrnd
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et rr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 12 non-redundant amplicon of 4816 matches
Length=195
Score = 334 bits (370), Expect = 9e-94
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
FErrrrrrererrerrrrrererererrrerererer et e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrerrrrrerer e e e et rrrrr ettt r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrererrrrrrrrer et e e e errrr rrrrr ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 264 bits (292), Expect = le-72
Identities = 151/154 (98%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Crrrrrrrererrrrrrrrererererererererrr et rer e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEErrrrrererrrrrrrr et et et et et et e ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEETEE ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>lcl|Amplicon 279 non-redundant amplicon of 28 matches
Length=196
Score = 333 bits (368), Expect = 3e-93
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Identities = 192/196 (98%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC
CEorrrrrrerrerrerrerrerrerrerrrrrerre rerrer e rrrrrrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTGCC
Query 427 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
CErrrrrrererrrrrrrerrrrrrrrr et et er ettt
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
Query 487 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
CErrrrrrererrrrrrrr e e et er ettt ettt et
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
Query 547 GCACAATCCCACTATC 562
FEETTEEErrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
Score = 260 bits (288), Expect = 2e-71
Identities = 152/156 (97%), Gaps = 1/156 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC
Lot rrrrererrrrrrrrer e e ererrrrrrr e et e rrrrrrrrn
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTGCC
Query 166 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
FErrrrerrrrrerrerrerrrrrerrerr e et ettt et rrrrrnd
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
Query 226 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FETEET et ettt el
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 156
>lcl|Amplicon 353 non-redundant amplicon of 6 matches Length=196
Score = 333 bits (368), Expect = 3e-93
Identities = 192/196 (98%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAA-GGCCATCGTTGAAGATGCCTCTGCC
CEorrrrrrrrrerrerrerrerrerrerrrrre rer rrrerr rrrrrrrrrrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAAGGCTATCGTTCAAGATGCCTCTGCC
Query 427 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
427 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAARAAGAAGACGTT 486
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
Query 487 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
Crrrrrrrererrrrrrrrer e e e errrrrrrr ettt e
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
Query 547 GCACAATCCCACTATC 562
FIETEEErrrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
Score = 260 bits (288), Expect = 2e-71
Identities = 152/156 (97%), Gaps = 1/156 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAA-GGCCATCGTTGAAGATGCCTCTGCC
Lot rrrrererrrrrrrrer e e ererr rer e et e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAAGGCTATCGTTCAAGATGCCTCTGCC
Query 166 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
CErrrrrrererrrerrrrrrrrrrrr et et er ettt e
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
Query 226 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEEEErrr et el
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 156
>1lcl|Amplicon 564 non-redundant amplicon of 4 matches
Length=195
Score = 331 bits (366), Expect = 1e-92
Identities = 190/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Crrrrrrrererrerrrrrererererererrrrrrr et rrr e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC

Frrrrrrrrrerrrrrrrrrrrerrrrer rrrrrr et e e e e e
Sbjct 61  ACAGTGGTCCCAAAGATGGACCCCCACCCNCGAGGAGCATCGTGGAAAAAGAAGACGTTC
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Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrerrrerererrrrrrrrrrrrrr et rrrrrrrrrrrrr e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 260 bits (288), Expect = 2e-71
Identities = 150/154 (97%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrrrrrrrrrrrrrerrrr e e errrrer et rrrr e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrerrrererrrrrrrrer e e e et ettt r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCNCGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEErrr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
CEETEEEEr et et et e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>1lcl|Amplicon 174 non-redundant amplicon of 78 matches
Length=194
Score = 331 bits (366), Expect = 1e-92
Identities = 191/195 (98%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEotrrrrrererrrrrrrrrr et e rrererrrrr et et rerrrrr rrrrrn
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGC-TCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FErrrrerrrrrerrerrerrrrrerrerr e et ettt et rrrrrnd
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FErrrrerrrrrerrerrerrrrrerrerr e et ettt et rrrrrnd
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 180 CACAATCCCACTATC 194
Score = 259 bits (286), Expect = 6e-71
Identities = 151/155 (97%), Gaps = 1/155 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrrrrerrerrrrrrrer e ererererrr rrrr et e rrrr rrrrrrd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGC-TCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et ettt ettt
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 154
>1lcl|Amplicon 615 non-redundant amplicon of 4 matches
Length=195
Score = 329 bits (364), Expect = 4e-92
Identities = 190/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrerrrererrerrrrrererererererererrr et e rrrer rrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et e rrerrrrrr ettt
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrrererrrrrrrr et et ererrrr rrr et e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
LI
Sbjct 181 CACAATCCCACTATC 195
Score = 260 bits (288), Expect = 2e-71
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Sbjct 181 CACAATCCCACTATC 195
Score = 260 bits (288), Expect = 2e-71
Identities = 150/154 (97%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrrrrrrrrrrrrrerrrr e e errrrer et rrrrt rrrrrrrr
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrerererrrrerrrrrrrrr et et er ettt
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEErrr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>1cl|Amplicon 266 non-redundant amplicon of 178 matches
Length=195
Score = 329 bits (364), Expect = 4e-92
Identities = 190/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
O rrrrrrrrrrrrrrrrerrrr e e errrrer trrerr rrrrrrrrrrr
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrer et e e e errrrrr rrrer et e r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FITEETEEErrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 257 bits (284), Expect = 2e-70
Identities = 150/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
COErrrrererrrrrrrrrrer et e e et e et et rer e e et
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrerrrrrer e e errrrrr rrrer e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 42 non-redundant amplicon of 18 matches Length=195
Score = 329 bits (364), Expect = 4e-92
Identities = 190/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
Crrrrrrrererrrrrrrrererererererrrrrrr et rrr e e
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrererrerrrrrererererererererrr et et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
O rrerrrrrr et et e e ettt e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTCC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrererrrrrrrrer et et e ererrrr rrrrr et e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 260 bits (288), Expect = 2e-71
Identities = 150/154 (97%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrererrrrrrrr e et e e ererrrrrrr et e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CEErrrrr et et e e ettt e e el
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Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTCC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEETEEErr et et et rrrd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>lcl|Amplicon 358 non-redundant amplicon of 12 matches
Length=192
Score = 327 bits (362), Expect = le-91
Identities = 192/195 (98%), Gaps = 3/195 (2%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrerrerrerrereerrerrerrerrrrrerrerer terrerrerrrrrrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCAT-GTTGAAGATGCCTCTGCCG 59
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrerrerrerrereerrerrerrerrrrrerrerer terrerrerrrrrrrrrnd
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCAT-GTGGAAAAAGAAGACGTTC 118
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrrrrrrrrrrrrr e e e e e et et e e
Sbjct 119 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCT-CACTGACGTAAGGGATGACG 177
Query 548 CACAATCCCACTATC 562
FEETEEEET
Sbjct 178 CACAATCCCACTATC 192
Score = 264 bits (292), Expect = le-72
Identities = 153/155 (99%), Gaps = 2/155 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
Crrrrrerrereerrereerrerrerrererrrrrerr et rrr et e e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCAT-GTTGAAGATGCCTCTGCCG 59
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CEErrrrrr e rrrr e et e et rerrre e e e
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCAT-GTGGAAAAAGAAGACGTTC 118 Query
167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CEErrrrrr et rr et e ettt et et
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCAT-GTGGAAAAAGAAGACGTTC 118
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CETEErrrr et et ettt
Sbjct 119 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 153
>1lcl|Amplicon 503 non-redundant amplicon of 2 matches Length=196
Score = 327 bits (362), Expect = 1le-91
Identities = 191/196 (97%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEorrrerrrreerrereerrerrerrererrrerrr et rrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
Crrrrrerrereerrereerrerrerrerrrrrerrer ettt e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGG-ATGAC 546
CErrrrerrerrerrereerrerrerrerrrrrerrerrerrerrerrerrerr e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGAATGAC 180
Query 547 GCACAATCCCACTATC 562
FETEETEEr et
Sbjct 181 GCACAATCCCACTATC 196
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEorrrerrerrerrereerrerrerrerrrrrerre rer rr rrrrrrrrrrrrren
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et et rrrrr
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 166 non-redundant amplicon of 44 matches
Length=195
Score = 327 bits (362), Expect = le-91
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Identities = 187/191 (98%), Gaps = 0/191 (0%)
Strand=Plus/Plus
Query 372 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG 431
CErerrerrerrerrerrerrerrerrerrrrr rrerer terrerrrrrrrrrrrrnd
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCGACAG 64
Query 432 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 491
Crrrrrrrererrrrrrrrer et e e e errrrrr et r e
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 124
Query 492 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA 551
CEETErrr ettt el FEEEEErrrrr e et rrrnd
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACGCACA 184
Query 552 ATCCCACTATC 562
CErrrrerrereerrereerrerrrrerr et e e e e e
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACGCACA 184
Query 552 ATCCCACTATC 562
LI
Sbjct 185 ATCCCACTATC 195
Score = 264 bits (292), Expect = le-72
Identities = 149/151 (99%), Gaps = 0/151 (0%)
Strand=Plus/Plus
Query 111 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG 170
CErrrrerrerrerrerrerrerrerrerrrrr rrerer terrrrrrrrrrrrrrrnd
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCGACAG 64
Query 171 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 230
CErrrrerrrrrerrerrerrrrrerrerr et e ettt et e
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 124
Query 231 CACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEEEEErr et ettt el
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 18 non-redundant amplicon of 166 matches
Length=195
Score = 327 bits (362), Expect = le-91
Identities = 187/191 (98%), Gaps = 0/191 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErerrerrrrrerrerrerrerrerrerrrrrerre rer e rrrrrrrrrrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrererrrrrrrrer et e e e errrr rrrrr ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCAC 558
LI rnd
Sbjct 181 CACAATCCCAC 191
Score = 264 bits (292), Expect = le-72
Identities = 151/154 (98%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrerrrererrrrrrrrer et e ererererrrrr et e e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEEr et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>lcl|Amplicon 670 non-redundant amplicon of 2 matches Length=195

Score = 325 bits (360), Expect = 5e-91
Identities = 190/195 (97%), Gaps = 1/195 (1%)
Length=195

Score = 325 bits (360), Expect = 5e-91

Identities = 190/195 (97%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 369 CTCCTA-CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427

FErrrr rrrrrrrrrrrrrrrerrrrrerrrrrerr et et e e
Sbjct 1 CTCCTAGCAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
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Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrrr e e e errrrrrrr ettt e r e
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
Crrrrrrrererrrrrrrrrr et e ererrrr rrrrr ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FEETEEEET
Sbjct 181 CACAATCCCACTATC 195
Score = 257 bits (284), Expect = 2e-70
Identities = 150/154 (97%), Gaps = 1/154 (1%)
Strand=Plus/Plus
Query 108 CTCCTA-CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEErer rererrrrrrrrererererererrrrrrr et rrr e e
Sbjct 1 CTCCTAGCAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAAAAGAAGACGTTC 226
CErrerrrererrrrrrrrer et e e errrrrr ettt
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
CEETEEEEr e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>lcl|Amplicon 465 non-redundant amplicon of 4 matches
Length=195
Score = 325 bits (360), Expect = 5e-91
Identities = 189/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEotrrrr rerrrrrrrrer et e ererrrrrrr et et rrrrrrrrrrrrrn
Sbjct 1 GCACCTACCAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTAAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CEErrrrr et rerrrrrrrrrr et et er ettt
Sbjct 61 ACAGTGGTCCTAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrrrrrerrereerrrrrerrerrrr e et rrr ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FIETEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 255 bits (282), Expect = T7e-70
Identities = 149/154 (97%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEot e rerrrrrrrrrr e e ererrrrrrr e et rrr e e
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEotrrrr rerrrrrrrrer et e e ererrrrrrr et et rrr e e
Sbjct 1 GCACCTACCAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTAAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrer rrerrrrrer e e errrrrrrr ettt e
Sbjct 61 ACAGTGGTCCTAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEErrr et ettt e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>1cl|Amplicon 245 non-redundant amplicon of 52 matches
Length=197
Score = 325 bits (360), Expect = 5e-91
Identities = 191/197 (97%), Gaps = 2/197 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGAT--GCCTCTGC 425
CEErrrrrererrrrrrrrrrrr e e et erer et el LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTGCCTCTGC 60
Query 426 CGACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGT 485
CErrrrrrererrrrrrrrer e e e ererrrrrr ettt r e
Sbjct 61 CGACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAAAAGAAGACGT 120
Query 486 TCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGA 545
CErrrrrrererrrrrrrrer et et e ererrrrrr rrr et e r e
Sbjct 121 TCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGA 180
Query 546 CGCACAATCCCACTATC 562
FIETEEEr el
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Sbjct 181 CGCACAATCCCACTATC 197
Score = 257 bits (284), Expect = 2e-70
Identities = 151/156 (97%), Gaps = 2/156 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGAT--GCCTCTGC 164
CErrrrrrrrrrrrrrrrrrerrrreerrrerrrrer et rrrrt rrrrrrrd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTGCCTCTGC 60
Query 165 CGACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGT 224
CErrrrrrererrrrrrrrer et e e e e rrrrr ettt et
Sbjct o6l CGACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGT 120
Query 225 TCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEErrr ettt e el
Sbjct 121 TCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 156
>1cl|Amplicon 138 non-redundant amplicon of 132 matches
Length=195
Score = 325 bits (360), Expect = 5e-91
Identities = 189/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEorrrrrrrrrrrrrrrrrerrrr e e errrrer et rrrr e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrrr et e e e errrrrr ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
CErrrrrrrrrrrrrerer et e e errrrrr et et r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CEEEErrr ettt el FEETEEEErrr e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FITEETEEErrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
Lot rrrrererrrrrrrrer et e ererererrrrr et rrr e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrrrrrrrer et et e e errrrrr ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 125 non-redundant amplicon of 742 matches
Length=195
Score = 325 bits (360), Expect = 5e-91
Identities = 189/195 (97%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
FErrrrrrrrerrrrrrrrrrrr e e et erer et el LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrer et e rrerrrrrr ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrererrrrrrrrer et e e ererrrr rrrrr et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
FITTEEEr e
Sbjct 181 CACAATCCCACTATC 195
Score = 255 bits (282), Expect = T7e-70
Identities = 149/154 (97%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
FErrrrrrererrrrrrrrrrrr e et rrererer et e LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
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CErerrerrerrerrereerrerrerrerrrr et ettt ettt rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FETEET R et ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
CEETEEEErr ettt et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>lcl|Amplicon 714 non-redundant amplicon of 2 matches
Length=195
Score = 324 bits (358), Expect = 2e-90
Identities = 188/194 (97%), Gaps = 0/194 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
FEErrrrrererrrrrrrrrr e e et er et trrrrr el FEETT
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTGAAGATAAGCCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CEErrrrrr et et e et et e e e ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrrrrrrrrrrrrr et e et ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTAT 561
FIETEEEE i
Sbjct 181 CACAATCCCACTAT 194
Score = 255 bits (282), Expect = T7e-70
Identities = 149/154 (97%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEErrrrrrerrerrerr et et e et et e terr e I
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTGAAGATAAGCCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
FErrrrerrrrrerrerrerrrrrerrerr e et ettt et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEErrr et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>1lcl|Amplicon 630 non-redundant amplicon of 8 matches
Length=195
Score = 324 bits (358), Expect = 2e-90
Identities = 188/194 (97%), Gaps = 0/194 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
COErrrrererrrerrrrrerrrererererrrrrrr et rerrrrrrrrr r
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrer e e errrrrer rrrer e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrererrrrrrrrer et et e e et rerrrr et et r e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGAGATATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTAT 561
FIETEEEE i
Sbjct 181 CACAATCCCACTAT 194

Score = 253 bits (280), Expect = 2e-69
Identities = 149/155 (96%), Gaps = 0/155 (0%)
Score = 253 bits (280), Expect = 2e-69

Identities = 149/155 (96%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEErrrrrrerrrrrrrrererererererrrrrrr e et rerrrrrrrrr r
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrrrrrrrer et et e ererrrrrr rrr et e r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEETEErr et ettt et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGAGAT 155
>1lcl|Amplicon 598 non-redundant amplicon of 2 matches Length=195
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Score = 324 bits (358), Expect = 2e-90
Identities = 188/194 (97%), Gaps = 0/194 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEErrrrererrrrrrrrer e e ererrrrrrr et rerrrrrrrrr
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrrrrrrrrrrrrr e e e et e ettt e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CErrrrrrrrrrrrrrrrrre e e rrrrer trr ettt e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATTTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTAT 561
FIETEEEE i
Sbjct 181 CACAATCCCACTAT 194
Score = 257 bits (284), Expect = 2e-70
Identities = 150/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEErrrrrreerrrerrrr e e errrrerrr et trrerr terrrrrrrrr el
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrerrrrrerrerrerrrrrerrerrrrrert trerrrrrrr et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr et rr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1cl|Amplicon 268 non-redundant amplicon of 190 matches
Length=196
Score = 324 bits (358), Expect = 2e-90
Identities = 190/196 (97%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC 426
CEErrrrrrrrerrereerrrrrerrerrrrrerrr cererr rrer rrrrrrr
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTACC 60
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC 426
CEErrrrererrerrrrrer et e e ererrrrrrr e et e rrrrrrr o
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTACC 60
Query 427 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 486
CErrrrrrererrrrrrrrer et e e ererrrrrrr ettt
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTT 120
Query 487 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 546
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 547 GCACAATCCCACTATC 562
FIETEEErrrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
Score = 251 bits (278), Expect = 8e-69
Identities = 150/156 (96%), Gaps = 1/156 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC 165
CEErrrrererrerrrrrer et e e ererrrrrrr e et e rrrrrrr o
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTACC 60
Query 166 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 225
Crrrerrrererrrrrrrrer e erererrrrrrr e e
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTT 120
Query 226 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEEEErrr et el
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 156
>1cl|Amplicon 468 non-redundant amplicon of 2 matches
Length=195
Score = 322 bits (356), Expect = 6e-90
Identities = 187/193 (97%), Gaps = 0/193 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEotrrrrererrrrrrrrerer e ererererrr e e e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTACCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
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CErerrerrerrerrereerrerrerrerrrr et ettt ettt rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrrerrerrereerrerrerrerrrrer terrerrerrerr et rrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTA 560
LIl
Sbjct 181 CACAATCCCACTA 193
Score = 255 bits (282), Expect = 7e-70
Identities = 149/154 (97%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrrrrrrrrrrrrrrrerrrr e e errrrer et rrrrrrrrrrr
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTACCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Crrrrrrrererrrrrrrrer et e e e errrrrr et r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CEErrrrrr e et e et et r ettt et r e e
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEErrr ettt et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>1lcl|Amplicon 328 non-redundant amplicon of 18 matches
Length=194
Score = 322 bits (356), Expect = 6e-90
Identities = 189/195 (97%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrrrrrrrerrerrerrerrerre rerrerrr rerrer trrrrrrrrrrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAA-GGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEEEErrr et ettt e FIETEEErrr e
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCTACGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrerererrrrrrrrrrrrrr et er e e ettt
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
LI Er e
Sbjct 180 CACAATCCCACTATC 194
Score = 250 bits (276), Expect = 3e-68
Identities = 149/155 (96%), Gaps = 1/155 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrrrrerrrrrrrrer et e et et et et rrrrr et
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAA-GGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEEEErrr et ettt e et FEETEEErrr e
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCTACGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEEEEr ettt et
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 154
>1cl|Amplicon 740 non-redundant amplicon of 4 matches
Length=194
Score = 322 bits (356), Expect = 6e-90
Identities = 189/195 (97%), Gaps = 1/195 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererrrrrrrrrr e e e errrrrrr et et rerrrrrrrrr
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTCCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et et e e errrr ettt e et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Forrrrrrrrererrrrrrrrrrrrrr et er e e ettt e
Sbjct 121 C-ACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FEETEEEErE rrrnd
Query 548 CACAATCCCACTATC 562
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FETEETErr e
Sbjct 180 CACAATCCCTCTATC 194
Score = 253 bits (280), Expect = 2e-69
Identities = 150/155 (97%), Gaps = 1/155 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrererrerrrrrerer et e erererer et et rrrrr et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTCCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer e e e errrrrer rrrrr e et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
Tt rrr et e et
Sbjct 121 C-ACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 154
>lcl|Amplicon 372 non-redundant amplicon of 6 matches Length=195
Score = 320 bits (354), Expect = 2e-89
Identities = 188/195 (96%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrrrrrrrerrrreerrrreerrrerrrrer e e rrert rrrrr
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrerer e e ererererrr terrrr et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGTATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrerrrererrrrrrrrrr et e e errrr rrrrr et et r e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 548 CACAATCCCACTATC 562
FITEETEEErrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 251 bits (278), Expect = 8e-69
Identities = 148/154 (96%), Gaps = 0/154 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
FEErrrrrererrrrrrrrrrrr e et erer et e LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et e e e errrrrrr et e rrrrrrrrn
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGTATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEEErr et ettt e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>lcl|Amplicon 760 non-redundant amplicon of 2 matches Length=196
Score = 318 bits (352), Expect = 7e-89
Identities = 189/196 (96%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Score = 318 bits (352), Expect = 7e-89
Identities = 189/196 (96%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
FEErrrrrererrrrrrrrrr e et ererer et el LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEErrrrrererrrrrr et e e et e et rrrrr e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTC-AAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
CEErerrrererr rrrrrrrer e e rrererer trrr et rr e
Sbjct 121 CAACCACGTCTTCAAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGAC
Query 547 GCACAATCCCACTATC 562
LI EEErrrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
Score = 250 bits (276), Expect = 3e-68
Identities = 149/155 (96%), Gaps = 1/155 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
POt erer e e et e er et et el LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
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CErerrerrerrerrereerrerrerrerrrr et ettt ettt rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTC-AAAGCAAGTGGATTGATGTGA 260
CETEEr e terr e et et
Sbjct 121 CAACCACGTCTTCAAAAGCAAGTGGATTGATGTGA 155
>lcl|Amplicon 751 non-redundant amplicon of 2 matches
Length=195
Score = 318 bits (352), Expect = 7e-89
Identities = 187/194 (96%), Gaps = 0/194 (0%)
Strand=Plus/Plus
Query 369 CTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGA
CEErrrrrrerrrrrrrrrrrr et e e et et e rrrn FEETETTT
Sbjct 2 CTCTTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCGA
Query 429 CAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCC
CEErrrrrr et e et et e et r ettt e e
Sbjct 62 CAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCC
Query 489 AACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGC
CErrrrrrrrrrrrrrrrrr e e e et rrrr ettt et
Sbjct 122 AACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACGC
Query 549 ACAATCCCACTATC 562
FIETEEEE i
Sbjct 182 ACAATCCCACTATC 195
Score = 250 bits (276), Expect = 3e-68
Identities = 147/153 (96%), Gaps = 0/153 (0%)
Strand=Plus/Plus
Query 108 CTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGA
CEE ot rrrrrrerrerrerrerrerrerrerrerr ree rr reind FETEETTT
Sbjct 2 CTCTTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCGA
Query 108 CTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGA
COErrrrrrerrrrrrrrrrrr et ererererr rer e rrrn FEETETTT
Sbjct 2 CTCTTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCGA
Query 168 CAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCC
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 62 CAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCC
Query 228 AACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
CETEETErr ettt et
Sbjct 122 AACCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>lcl|Amplicon 162 non-redundant amplicon of 20 matches
Length=196
Score = 318 bits (352), Expect = 7e-89
Identities = 189/196 (96%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Lot rrrrererrrrrrrrer et e ererererrrrr et rrr e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGG-ATGAC
FEErErrr ettt el FEEEEErrrrr et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGAATGAC
Query 547 GCACAATCCCACTATC 562
IR
Sbjct 181 GCACAATCCCACTATC 196
Score = 262 bits (290), Expect = 5e-72
Identities = 151/155 (97%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEotrrrrrrerrerrrrrrrerererererererrr e e rrr e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrererrrrrrrrer e e e ererrrrrr ettt r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEEEEErr et et ettt e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1cl|Amplicon 317 non-redundant amplicon of 10 matches
Length=196
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Score = 318 bits (352), Expect = 7e-89
Identities = 189/196 (96%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC 426
CEErrrrererrrrrrrrererererererrrerrr e et rerr rrrrrrr o
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTACC 60
Query 427 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 486
CEErrrrrrrrrrrr e et errrrerrrrerrrrer trrrrrrr e e
Sbjct 61 GACAGTGGTCCCAAAGATGTACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTT 120
Query 487 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 546
CEErrrrrrerrrrrrrrr et e et r ettt et et el
Sbjct 61 GACAGTGGTCCCAAAGATGTACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTT 120
Query 487 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 546
CErrerrrererrrrrrrrer et e e e e ettt et
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 547 GCACAATCCCACTATC 562
FIETEEErrrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
Score = 246 bits (272), Expect = 4e-67
Identities = 149/156 (96%), Gaps = 1/156 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC 165
CEE e rrrerrerrerrerrerrerrerrerre rerret rrrr rrrrrrr 1
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTACC 60
Query 166 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 225
Crrrrrrrererrerrr e e e e rrerrrrrrr e e
Sbjct 61 GACAGTGGTCCCAAAGATGTACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTT 120
Query 226 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FETEET Rttt ettt et el
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 156
>1lcl|Amplicon 459 non-redundant amplicon of 2 matches
Length=195
Score = 316 bits (350), Expect = 2e-88
Identities = 187/195 (96%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrerrrererrrrrrrrer et e e erererrrrr et et e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAAATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrerrrererrrrrrrr e et rerrrerrrrrrrr et e et
Sbjct 61 ACAGTGGTCCCAAAGATGGATCCCCACCCACGAGGAGCATCGTGGAAAAAGGAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
Crrrrrrrererrrerrrrrererererer ettt e e e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATCTCACATCTCCACTGACGTAAGGGATGACG 180
Query 548 CACAATCCCACTATC 562
LI rrrrrnd
Sbjct 181 CACAATCCCACTATC 195
Score = 248 bits (274), Expect = le-67
Identities = 145/150 (97%), Gaps = 0/150 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrerrrererrrrrrrrer et e e erererrrrr et et e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAAATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
Crrrerrrererrrrrrrr e et rrrrerrrrrrrr e et rr e e
Sbjct 61 ACAGTGGTCCCAAAGATGGATCCCCACCCACGAGGAGCATCGTGGAAAAAGGAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGAT 256
CIETEEEr ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGAT 150
>1cl|Amplicon 371 non-redundant amplicon of 6 matches
>lcl|Amplicon 371 non-redundant amplicon of 6 matches
Length=196
Score = 316 bits (350), Expect = 2e-88
Identities = 190/196 (97%), Gaps = 3/196 (2%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427

FEorrrrrrrrrrrrrrrrrrrerrrrrerrrrrrrt et e e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGARAAGGCTATCGTTCAAGATGCCTCTGCCG 60
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Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrrr e e e errrrrrrr ettt e r e
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCC-ACTGACGTAAGGGATGAC 546
Crrrrrrrererrrrrrrrer e e ererrrrrrrr e e e e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCTACTGACGTAAGGGATGAC 180
Query 547 GCAC-AATCCC-ACTA 560
FEEE Frrrrr i
Sbjct 181 GCACTAATCCCTACTA 196
Score = 266 bits (294), Expect = 4e-73
Identities = 152/155 (98%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
Lot rrrrererrrrrrrrer e e e errrrrrr e et rerrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrerrrererrrrrrrrer et e e errrrrr ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEETEEErr ettt et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>1lcl|Amplicon 766 non-redundant amplicon of 4 matches
Length=195
Score = 315 bits (348), Expect = 8e-88
Identities = 185/192 (96%), Gaps = 0/192 (0%)
Strand=Plus/Plus
Query 371 CCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACA 430
Lot rrrrrrrrrrrrrrrrr et e er et ettt FEETETTTTT
Sbjct 4 CCCACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCGACA 63
Query 431 GTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAA 490
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 64 GTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAA 123
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CErrrrerrrrrerrerrerrerrerrerrr et rerr et et rrrrrnd
Sbjct 124 CCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACGCAC 183
Query 551 AATCCCACTATC 562
NN
Sbjct 184 AATCCCACTATC 195
Score = 246 bits (272), Expect = 4e-67
Identities = 145/151 (96%), Gaps = 0/151 (0%)
Strand=Plus/Plus
Score = 246 bits (272), Expect = 4e-67
Identities = 145/151 (96%), Gaps = 0/151 (0%)
Strand=Plus/Plus
Query 110 CCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACA 169
Lot rrrrrrerrrrrrrrrrrrer e et rirr rr rrrn FEETETTTTT
Sbjct 4 CCCACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCGACA 63
Query 170 GTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAA 229
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 64 GTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAA 123
Query 230 CCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
FEEEErrr et ettt rrr el
Sbjct 124 CCACGTCTTCAAAGCAAGTGGATTGATGTGA 154
>lcl|Amplicon 289 non-redundant amplicon of 6 matches
Length=195
Score = 313 bits (346), Expect = 3e-87
Identities = 184/191 (96%), Gaps = 0/191 (0%)
Strand=Plus/Plus
Query 372 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG 431
Crrrerrrererrerrrrrererererererer et e et rrr e
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATTCCTCTGCCGACAG 64
Query 432 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 491
CErrrrrrererrrrrrrr e et e et rerrrrrr e e et
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACTAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 124
Query 492 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA 551
FEETEErr ettt el FEEEEErrrrr et rrrnd
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACGCACA 184
Query 552 ATCCCACTATC 562
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Sbjct 185 ATCCCACTATC 195
Score = 250 bits (276), Expect = 3e-68
Identities = 146/151 (97%), Gaps = 0/151 (0%)
Strand=Plus/Plus
Query 111 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG
CErrerrrererrerrrrrrrerererererer et e rrrrr rrr e
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATTCCTCTGCCGACAG
Query 171 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
CErrerrrererrrrrrrrer e e et rerrrrrrrr et e et
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACTAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
Query 231 CACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
FEETEEEEr et e
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
>lcl|Amplicon 780 non-redundant amplicon of 2 matches Length=198
Score = 306 bits (338), Expect = 4e-85
Identities = 188/198 (95%), Gaps = 3/198 (2%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrrrrrrrrrrrrrrrerrrreerrrerrrrer et rrert rrrrrrrd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCA--CCCACGA-GGAGCATCGTGGAAAAAGAAGACG
T O O O A R R N LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCCCA--CCCACGA-GGAGCATCGTGGAAAAAGAAGACG
FEEEEE et el FEEEErE rrrrrrrr et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCCACCCCACGAAGGAGCATCGTGGAAAAAGAAGACG
Query 485 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATG
CErrrrerrrrrerrerrerrrrrerrerrrrrerrr et rerrerrrrrrrrrnd
Sbjct 121 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATG
Query 545 ACGCACAATCCCACTATC 562
FETEET el
Sbjct 181 ACGCACAATCCCACTATC 198
Score = 237 bits (262), Expect = 2e-64
Identities = 148/157 (94%), Gaps = 3/157 (2%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
FErrrrrrrrerrrrrrrrrrrr e e et erer et el LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 167 ACAGTGGTCCCAAAGATGGACCCCC--ACCCACG-AGGAGCATCGTGGAAAAAGAAGACG
IR rr el FEEEEr ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCCACCCCACGAAGGAGCATCGTGGAAAAAGAAGACG
Query 224 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
CEEEErrr et et e ettt ey
Sbjct 121 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 157
>lcl|Amplicon 758 non-redundant amplicon of 2 matches
Length=196
Score = 306 bits (338), Expect = 4e-85
Identities = 186/196 (95%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
FEEE trrrrerrrrrrrerr et et e et erer et e LI
Sbjct 1 GCTCTTACAAATGCCATCATGGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 428 ACAGTGGTCCCAAAGATGGACCCC-CACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
CErrerrrererrrrrrrrer et rcrererrrrrrrr et trrrrr e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCCACCCACGAGGAGCATCGGGGAAAAAGAAGACGTT
Query 487 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
CErrrrrrererrrrrrrrer et e errrrr trrr ettt e et
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGAC
Query 547 GCACAATCCCACTATC 562
IR
Sbjct 181 GCACAATCCCACTATC 196
Score = 235 bits (260), Expect = 6e-64
Identities = 146/155 (94%), Gaps = 1/155 (1%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG

FErr rrrrrrrrrrreerr rerrrrerrrrrrrrr rer et e
Sbjct 1 GCTCTTACAARATGCCATCATGGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
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Query 167 ACAGTGGTCCCAAAGATGGACCCC-CACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 225
Crrrrrrrererrrrrrrrer et crrrerrrrrrrr et trrr e e
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCCACCCACGAGGAGCATCGGGGAAAAAGAAGACGTT 120
Query 226 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
CEEEErrr et rr ettt e et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCCACCCACGAGGAGCATCGGGGAAAAAGAAGACGTT 120
Query 226 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
CEETEEErr et e r et
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 155
>1cl|Amplicon 375 non-redundant amplicon of 6 matches Length=198
Score = 289 bits (320), Expect = 3e-80
Identities = 183/193 (95%), Gaps = 5/193 (3%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEErrrrrrrrrrrrer e et e e e et et ettt el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCC-AAAGATGGACCCCCACCCACGAGGAGCATCGTGG-AAAAAGAAGACGT 485
CErrrrrrrer rrrerrrrr trrrerrrrerrrrrrrr e ettt e
Sbjct 61 ACAGTGGTCCCAAAAGATGGANCCCCACCCACGAGGAGCATCGTGGAAAAAAGAAGACGT 120
Query 486 TCCAA-CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACT-GACGTAAGGGAT 543
A O A e e I e R N R O R R
Sbjct 121 TCCAACCCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTNCCCTGGNCGT-ANGGAT 179
Query 544 GACGCACAATCCC 556
FETEETEETEET
Sbjct 180 GACGCACAATCCC 192
Score = 257 bits (284), Expect = 2e-70
Identities = 154/158 (97%), Gaps = 3/158 (2%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCC-AAAGATGGACCCCCACCCACGAGGAGCATCGTGG-AAAAAGAAGACGT 224
CErrrrrrerr rerrrrrer rerrrrrerrrrrrrr et et rrrrrrrrrrrn
Sbjct 61 ACAGTGGTCCCAAAAGATGGANCCCCACCCACGAGGAGCATCGTGGAAAAAAGAAGACGT 120
Query 225 TCCAA-CCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CETEE P rrr ettt ettt et et
Sbjct 121 TCCAACCCACGTCTTCAAAGCAAGTGGATTGATGTGAT 158
>1lcl|Amplicon 576 non-redundant amplicon of 2 matches Length=212
Score = 289 bits (320), Expect = 3e-80
Identities = 189/212 (89%), Gaps = 17/212 (8%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrrrerrrrrrrrrrrr e e et erer et el LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTC--—-———————=——————- AAAGCAAGTGGATTGATGTGATATCTCCAC 530
LIl FEEEErrrrrrrr el trrrrrnd
Sbjct 121 CAACCACGTCTTCAAAACCGGGTGGCAGGTAAAGCAAGTGGATTGATGTGACATCTCCAC 180
Query 531 TGACGTAAGGGATGACGCACAATCCCACTATC 562
FEETEEEr et et el
Sbjct 181 TGACGTAAGGGATGACGCACAATCCCACTATC 212
Query 531 TGACGTAAGGGATGACGCACAATCCCACTATC 562
FEETErrr et ettt el
Sbjct 181 TGACGTAAGGGATGACGCACAATCCCACTATC 212
Score = 223 bits (246), Expect = 4e-60
Identities = 131/136 (96%), Gaps = 0/136 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
FEErrrrrrrerrrrrrrr e e e ererer et el LT
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrrrererrrrrrrrer e e e ererrrrrr ettt r e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAARAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAA 242
FIETEEErrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAA 136
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>lcl|Amplicon 489 non-redundant amplicon of 4 matches Length=235
Score = 286 bits (316), Expect = 4e-79
Identities = 158/158 (100%), Gaps = 0/158 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CEErrrrrr et e et et e et r ettt e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATC 525
CEEEErErrerrerr ettt ettt et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATC 158
Score = 280 bits (310), Expect = 2e-77
Identities = 155/155 (100%), Gaps = 0/155 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CEErrrrrr et et et ettt et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 261
CEETEEEE et et r e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGAT 155
Score = 73.4 bits (80), Expect 5e-15
Identities = 40/40 (100%), Gaps 0/40 (0%)
Strand=Plus/Plus
Query 523 ATCTCCACTGACGTAAGGGATGACGCACAATCCCACTATC 562
CEEErrrrrrrrrrrerrer et et e e
Sbjct 196 ATCTCCACTGACGTAAGGGATGACGCACAATCCCACTATC 235
>1lcl|Amplicon 131 non-redundant amplicon of 36 matches

Length=245

>lcl|Amplicon 131 non-redundant amplicon of 36 matches
Length=245

Score = 260 bits (288), Expect = 2e-71

Identities = 183/209 (88%), Gaps = 0/209 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrerrrerererrrerrrerr e rerrrererer e rrrr e e rrrrrr o
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
Forrrrrrererererrerrrrrrrer et rrerrrerr ot e e rrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
FEEEEE ettt e et FEETE rre rr e
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTGGATCCTCCAATGATGTCAAGGATGATG 180
Query 548 CACAATCCCACTATCCTTCGCAAGACCCT 576
FEETETEE LI T
Sbjct 181 TCAAATCCCACTATCCTTGCCAAGATCCT 209
Score = 226 bits (250), Expect = 3e-61
Identities = 142/153 (93%), Gaps = 0/153 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrererrrrrrrrer e et e rrererrr e trrr et e e
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
Forrrrrrrererrerrrrrer et e er e rerrrrr e e e rrrrrrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTG 259
FEEEEr ettt ettt e
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTG 153
>1lcl|Amplicon 22 non-redundant amplicon of 18 matches
Length=195
Score = 257 bits (284), Expect = 2e-70
Identities = 174/195 (89%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
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CErrrrerrerrerrerrerr e rerrerrrrrerr e rer rrrrrr e e o
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
Forrrrerrerrerrereerrerrerrerr reerrerer tr rerrrrrrrrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
FEEEEE ettt e FEEEE trrrrt bt
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTGGATCCTCCAATGACGTCAAGGATGACG 180
Query 548 CACAATCCCACTATC 562
FLETETET L
Sbjct 181 TCAAATCCCACTATC 195
Score = 226 bits (250), Expect = 3e-61
Identities = 142/153 (93%), Gaps = 0/153 (0%)
Strand=Plus/Plus
Score = 226 bits (250), Expect = 3e-61
Identities = 142/153 (93%), Gaps = 0/153 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrererrrrrrerrrr e ererererrr e rrrr e e rrrrrr o
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
Forrrrrrrrrrerrerrerrerrerrerr rrerrerer e rrrrrrrrrrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTG 259
CETEET T rrr ettt el
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTG 153
>1lcl|Amplicon 785 non-redundant amplicon of 2 matches
Length=190
Score = 248 bits (274), Expect = le-67
Identities = 176/195 (90%), Gaps = 5/195 (3%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
N e O O O 0 O O A B R N LTI
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAAGAA-GGCTATCATTCAAGATCTCTCTGCCG 59
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
FETEETEETE 1 FEErrrrrrrrrer et rrrr e ettt et e
Sbjct 60 ACAGTGGTCCAAAGAATGGACCCCCACCCACGAAGAGCATCGTGGARAAAAGAAGACGTTC 119
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
e ererr rrrrrer e et rererrrr rrrr e e e et
Sbjct 120 C-ACCACGTCTTC-AAGCAAGTGGAATGATGTGACATCT-CACTGACGTAA-GGATGACG 175
Query 548 CACAATCCCACTATC 562
LI FErrrrrrrnd
Sbjct 176 CACCATCCCACTATC 190
Score = 199 bits (220), Expect = 5e-53
Identities = 139/154 (90%), Gaps = 3/154 (2%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
0 I O A A R N LI
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAAGAA-GGCTATCATTCAAGATCTCTCTGCCG 59
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
LI 1l Frrrerrrererrrerrt rrrr e e e e
Sbjct 60 ACAGTGGTCCAAAGAATGGACCCCCACCCACGAAGAGCATCGTGGARAAAAGAAGACGTTC 119
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGA 260
ettt rrrrrrrrr e e
Sbjct 120 C-ACCACGTCTTC-AAGCAAGTGGAATGATGTGA 151
>lcl|Amplicon 621 non-redundant amplicon of 10 matches
Length=170
Score = 248 bits (274), Expect = le-67
Identities = 170/195 (87%), Gaps = 25/195 (13%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrerrrererrrrrrrrer e e e errrrrrrrr et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCA-CGTTGAAGATGCCTCTGCCG 59
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
LI Frrrerrrererererrrererrrrrrer et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCA-CGTTGAAGATGCCTCTGCCG 59
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
LI FEErerrr et e er e e ettt et
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Sbjct 60 ACAGTGGTCCCA--GATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 117
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
FETEETEET FITEEEEEr e
Sbjct 118 CAACCACGTCTTCAAAG-—=—=—=—————————————————— CCACTGACGTAAGGGATGACG 155
Query 548 CACAATCCCACTATC 562
FEETEEEET
Sbjct 156 CACAATCCCACTATC 170
Score = 230 bits (254), Expect = 3e-62
Identities = 135/138 (98%), Gaps = 3/138 (2%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrrrrrererrrrrrrrrrer et e e erererrrrr et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGARAAGGCCA-CGTTGAAGATGCCTCTGCCG 59
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGARAAAGAAGACGTTC 226
CErrrerrreer rrrrrr et e et et e
Sbjct 60 ACAGTGGTCCCA--GATGGACCCCCACCCACGAGGAGCATCGTGGAAARAAGAAGACGTTC 117
Query 227 CAACCACGTCTTCAAAGC 244
FEETEEEETErrrrrrrd
Sbjct 118 CAACCACGTCTTCAAAGC 135
>1lcl|Amplicon 128 non-redundant amplicon of 54 matches
Length=195
Score = 248 bits (274), Expect = le-67
Identities = 172/195 (88%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 368 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 427
CErrrrrrererrrrrrrrerr e et rrererer e rrrr e e rrrrrr o
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT 60
Query 428 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 487
Forrrrrrrrrrerrerrerrerrerrerr rrerrerer tr rerrrrrrrrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAARAAGAAGATGTTC 120
Query 488 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 547
CETEET T rrr ettt el FETEE FEr bt
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTGGATCCTCCAATGATGTCAAGGATGATG 180
Query 548 CACAATCCCACTATC 562
FEETETET T
Sbjct 181 TCAAATCCCACTATC 195
Score = 226 bits (250), Expect = 3e-61
Identities = 142/153 (93%), Gaps = 0/153 (0%)
Strand=Plus/Plus
Query 107 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 166
CErrerrrerererrrerrrerr e rerrrererer e rrrr e e rrrrrr o
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT 60
Query 167 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 226
Forrrrrrererrrrrrrrererererer e rrrrrrr e e e e rrrrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC 120
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTG 259
FEEEEE ettt e et
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTG 153
Query 227 CAACCACGTCTTCAAAGCAAGTGGATTGATGTG 259
FEEEEr ettt e
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTG 153
>1lcl|Amplicon 354 non-redundant amplicon of 5 matches Length=170
Score = 241 bits (266), Expect = le-65
Identities = 133/133 (100%), Gaps = 0/133 (0%)
Strand=Plus/Plus
Query 54 CCATTGCCCAGCTATCTGTCACTTTATTGTGAAGATAGTGGAAAAGGAAGGTGGCTCCTA 113
CErrrrrrererrrrrrrrer et e rrerrrrrr ettt
Sbjct 38 CCATTGCCCAGCTATCTGTCACTTTATTGTGAAGATAGTGGAAAAGGAAGGTGGCTCCTA 97
Query 114 CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAGTGG 173
CErrrrrrerererrrrerrrrrrrrr et er ettt
Sbjct 98 CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAGTGG 157
Query 174 TCCCAAAGATGGA 186
FIETEEErrrrrl
Sbjct 158 TCCCAAAGATGGA 170
Score = 241 bits (266), Expect
Identities = 133/133 (100%), Gaps
Strand=Plus/Plus
Query 315 CCATTGCCCAGCTATCTGTCACTTTATTGTGAAGATAGTGGAAAAGGAAGGTGGCTCCTA 374

le-65
0/133 (0%)
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CErrrrrrr e rrrrr et et r et et e r e
Sbjct 38 CCATTGCCCAGCTATCTGTCACTTTATTGTGAAGATAGTGGAAAAGGAAGGTGGCTCCTA 97
Query 375 CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAGTGG 434

CEErrrrrrrrrrrrrr e et e et et r ettt et e e
Sbjct 98 CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAGTGG 157
Query 435 TCCCAAAGATGGA 447

FEETEEEEr
Sbjct 158 TCCCAAAGATGGA 170
>1cl|Amplicon 36 non-redundant amplicon of 2906 matches

Length=123
Score = 223 bits (246), Expect = 4e-60
Identities = 123/123 (100%), Gaps = 0/123 (0%)

Strand=Plus/Plus

Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
FEErrrrrrrrrrrerrr et r et

Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60

Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CEEErrrrrrrrreerrr ettt e el

Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120

Query 611 GGA 613
[ 1]

Sbjct 121 GGA 123

>1lcl|Amplicon 458 non-redundant amplicon of 11 matches

Length=123
Score = 221 bits (244), Expect = le-59
Identities = 122/122 (100%), Gaps = 0/122 (0%)

Strand=Plus/Plus
Identities = 122/122 (100%), Gaps = 0/122 (0%)
Strand=Plus/Plus
Query 492 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA 551
CEErrerrr et ettt e e et r et et el
Sbjct 2 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA 61
Query 552 ATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAG 611
CEErrrrrr et ettt et e e et et el
Sbjct 62 ATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAG 121
Query 612 GA 613
|
Sbjct 122 GA 123
>lcl|Amplicon 261 non-redundant amplicon of 16 matches
Length=123
Score = 221 bits (244), Expect le-59
Identities = 122/122 (100%), Gaps = 0/122 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
Crrrrrerrereerrereerrerrerrerrrrrrrr ettt
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 GG 612
|
Sbjct 121 GG 122
>lcl|Amplicon 119 non-redundant amplicon of 56 matches
Length=122
Score = 221 bits (244), Expect = le-59
Identities = 122/122 (100%), Gaps 0/122 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et et rrrrr
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErerrerrerrerrereerrerrerrerrrr et ettt et rrrrrnd
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 GG 612
|
Sbjct 121 GG 122
>lcl|Amplicon 249 non-redundant amplicon of 392 matches
Length=123
Score = 221 bits (244), Expect = le-59
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Identities = 122/122 (100%), Gaps = 0/122 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CErerrerrerrerrerrerrerrerrerrrr et ettt et rrrrrnd
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120 Query
551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 GG 612
|
Sbjct 121 GG 122
>1lcl|Amplicon 178 non-redundant amplicon of 69 matches
Length=123
Score = 221 bits (244), Expect = 1le-59
Identities = 122/122 (100%), Gaps 0/122 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CEETrrrrr et et e et et e e e e rrrd
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 GG 612
|
Sbjct 121 GG 122
>lcl|Amplicon 712 non-redundant amplicon of 1 matches Length=123
Score = 219 bits (242), Expect = 5e-59
Identities = 121/121 (100%), Gaps = 0/121 (0%)
Strand=Plus/Plus
Query 493 ACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACAA 552
CEErrrrrr et ettt et e e et et el
Sbjct 3 ACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACAA 62
Query 553 TCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAGG 612
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 63 TCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAGG 122
Query 613 A 613
|
Sbjct 123 A 123
>1cl|Amplicon 484 non-redundant amplicon of 1 matches
Length=123
Score = 219 bits (242), Expect = 5e-59
Identities = 121/121 (100%), Gaps = 0/121 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 G 611
|
Sbjct 121 G 121
>lcl|Amplicon 226 non-redundant amplicon of 5 matches
Sbjct 121 G 121
>lcl|Amplicon 226 non-redundant amplicon of 5 matches

Length=123
Score = 219 bits (242), Expect = 5e-59
Identities = 121/121 (100%), Gaps = 0/121 (0%)

Strand=Plus/Plus

Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CEErrrrr et ettt e er ettt e et

Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60

Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610

FErrrrrrrrrrrrr e e rrerr e et e e e e e e e
Sbjct 61  AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
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Query 611 G o611
|
Sbjct 121 G 121
>1lcl|Amplicon 48 non-redundant amplicon of 966 matches
Length=123
Score = 219 bits (242), Expect = 5e-59
Identities = 121/121 (100%), Gaps 0/121 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CErrrrrrr et e et e et et r et e et r e
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CEErrrrrr et et et ettt et
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 G o611
|
Sbjct 121 G 121
>1cl|Amplicon 442 non-redundant amplicon of 2 matches Length=123
Score = 217 bits (240), Expect = 2e-58
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CErrrrrrererrrrrrrrrr et et et e errrrrrrr ettt e
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErrrrrerrrrrerrerrerrrrrerrerrrrrerrerrerrerr trrrrrrrrrrrnd
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTGATTTCATTTGGAGA 120
Query 611 GGA 613
[ 1]
Sbjct 121 GGA 123
>lcl|Amplicon 724 non-redundant amplicon of 1 matches Length=123
Score = 217 bits (240), Expect = 2e-58
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
Identities = 122/123 (99%), Gaps = 0/123 (0%) Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
Crrrrrrrererrrrrrrrer e ererrrrr rrrr et r e
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCCCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 GGA 613
1]
Sbjct 121 GGA 123
>1lcl|Amplicon 681 non-redundant amplicon of 2 matches Length=123
Score = 217 bits (240), Expect = 2e-58
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CEErrrrr e crrrrrrrrer et et e e e rrrrr et et
Sbjct 1 CCACGTCTTTAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 GGA 613
[ 1]
Sbjct 121 GGA 123
>1cl|Amplicon 678 non-redundant amplicon of 1 matches
Length=123
Score = 217 bits (240), Expect = 2e-58
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CEErrrrr et e et et e e e e ettt et
Sbjct 1 CCACGTCTTCTAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
FEErrrrrererrrrrr et e e et e e et e ettt e
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
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Query 611 GGA 613
1]
Sbjct 121 GGA 123
>lcl|Amplicon 594 non-redundant amplicon of 1 matches
Length=123
Score = 217 bits (240), Expect = 2e-58
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CErrrrrrrrrrrrrrrrrr et e e et r et e |
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCTC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErrrrrrr et e et e et et ettt e
Sbjct o6l AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 GGA 613
[
Sbjct 121 GGA 123
>1lcl|Amplicon 79 non-redundant amplicon of 3 matches Length=123
Score = 217 bits (240), Expect = 2e-58
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 491 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 550
CErrrrerrerrerrereerrer crrerrrrrerrer et rerr et rrrrrnd
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATGGATGTGATATCTCCACTGACGTAAGGGATGACGCAC 60
Query 551 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 610
CEErrerrr et ettt e e et r et et el
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA 120
Query 611 GGA 613
1]
Sbjct 121 GGA 123

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H
0.625 0.410 0.780

Effective search space used: 58010040

Query= pmas_Arabidopsis_thaliana_- X68599.1

Length=397

**x*x*x* No hits found ****x*

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H
0.625 0.410 0.780

Effective search space used: 36915480

Query= pMTL_(p-MT)_Zea_mays_-_S57628.1
Length=1859

*x*x*x*% No hits found *****

*Hx*x*x No hits found *****

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H
0.625 0.410 0.780

Effective search space used: 176378156

Query= pNOS_Agrobacterium_tumefaciens_- V00087.1

Length=2521

Score E
Sequences producing significant alignments: (Bits) Value
lcl|Amplicon 4 non-redundant amplicon of 24874 matches 325 2e-90
lcl|Amplicon 223 non-redundant amplicon of 24 matches 322 2e-89
lcl|Amplicon 749 non-redundant amplicon of 4 matches 320 8e-89
lcl|Amplicon 653 non-redundant amplicon of 2 matches 320 8e-89
lcl|Amplicon 626 non-redundant amplicon of 2 matches 320 8e-89
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lcl|Amplicon 391
lcl|Amplicon 264
lcl|Amplicon 613
lcl|Amplicon 518
lcl|Amplicon 508
lcl|Amplicon 507
lcl|Amplicon 416
lcl|Amplicon 409
lcl|Amplicon 396
lcl|Amplicon 227
lcl|Amplicon 403
lcl|Amplicon 52

lcl|Amplicon 419
lcl|Amplicon 27

lcl|Amplicon 525
lcl|Amplicon 646
lcl|Amplicon 607
lcl|Amplicon 499
lcl|Amplicon 473
lcl|Amplicon 284
lcl|Amplicon 425
lcl|Amplicon_ 37

lcl|Amplicon 76
lcl|Amplicon 329
lcl|Amplicon 578
lcl|Amplicon 521
lcl|Amplicon 269
lcl|Amplicon 310
lcl|Amplicon 94

lcl|Amplicon 320
lcl|Amplicon O

lcl|Amplicon 648
lcl|Amplicon 224
lcl|Amplicon 614
lcl|Amplicon 519
lcl|Amplicon 272
lcl|Amplicon 417
lcl|Amplicon 228
lcl|Amplicon 397
lcl|Amplicon 426
lcl|Amplicon 404
lcl|Amplicon 53

lcl|Amplicon 397
lcl|Amplicon 426
lcl|Amplicon 404
lcl|Amplicon 53

lcl|Amplicon 526
lcl|Amplicon 389
lcl|Amplicon 77

lcl|Amplicon 654
lcl|Amplicon 608
lcl|Amplicon 285
lcl|Amplicon 38

lcl|Amplicon 311
lcl|Amplicon 56

lcl|Amplicon 522
lcl|Amplicon 270
lcl|Amplicon 336
lcl|Amplicon 493
lcl|Amplicon 582
lcl|Amplicon_ 3

lcl|Amplicon 575
lcl|Amplicon 299
lcl|Amplicon 652
lcl|Amplicon 1

lcl|Amplicon 229
lcl|Amplicon 750
lcl|Amplicon 520
lcl|Amplicon 398
lcl|Amplicon 427
lcl|Amplicon_ 405

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
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of 10 matches
of 80 matches
of 4 matches
of 2 matches
of 4 matches
of 4 matches
of 6 matches
of 16 matches
of 12 matches
of 16 matches
of 96 matches

non-redundant amplicon of 218 matches
non-redundant amplicon of 14 matches
non-redundant amplicon of 324 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of 8 matches
of 4 matches
of 10 matches
of 38 matches
of 2 matches
of 12 matches
of 24 matches

non-redundant amplicon of 98 matches
non-redundant amplicon of 14 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon

of 18 matches
of 2 matches
of 4 matches
of 34 matches
of 26 matches

non-redundant amplicon of 12 matches
non-redundant amplicon of 22 matches
non-redundant amplicon of 12684 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon
amplicon

of 4 matches
of 12 matches
of 2 matches

of 1 matches
of 5 matches
of 3 matches
of 8 matches

of 6 matches
of 12 matches
of 48 matches

non-redundant amplicon of 109 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 12 matches
non-redundant amplicon of 48 matches
non-redundant amplicon of 109 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 5 matches
non-redundant amplicon of 7 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 5 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 43 matches
non-redundant amplicon of 10 matches
non-redundant amplicon of 3 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
amplicon

of 2 matches
of 17 matches
of 3 matches
of 1 matches
of 1 matches

non-redundant amplicon of 2803 matches
non-redundant amplicon of 7 matches
non-redundant amplicon of 3 matches
non-redundant amplicon of 6 matches

non-redundant amplicon of 25856 matches

non-redundant
non-redundant
non-redundant
non-redundant
non-redundant
non-redundant

amplicon
amplicon
amplicon
amplicon
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of 12 matches
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of 96 matches
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lcl|Amplicon 527 non-redundant amplicon of 8 matches 143 le-35
lcl|Amplicon 474 non-redundant amplicon of 2 matches 143 le-35
lcl|Amplicon 337 non-redundant amplicon of 10 matches 143 le-35
lcl|Amplicon 39 non-redundant amplicon of 98 matches 143 le-35
lcl|Amplicon 488 non-redundant amplicon of 2 matches 140 2e-34
lcl|Amplicon 523 non-redundant amplicon of 4 matches 138 5e-34
lcl|Amplicon 494 non-redundant amplicon of 2 matches 131 8e-32
lcl|Amplicon 589 non-redundant amplicon of 2 matches 127 le-30
lcl|Amplicon 2 non-redundant amplicon of 12842 matches 125 3e-30
lcl|Amplicon 95 non-redundant amplicon of 18 matches 122 4e-29
lcl|Amplicon 225 non-redundant amplicon of 12 matches 122 4e-29
lcl|Amplicon 655 non-redundant amplicon of 2 matches 120 le-28
lcl|Amplicon 609 non-redundant amplicon of 5 matches 120 le-28
lcl|Amplicon 475 non-redundant amplicon of 1 matches 120 le-28
lcl|Amplicon 418 non-redundant amplicon of 3 matches 120 le-28
lcl|Amplicon 230 non-redundant amplicon of 8 matches 120 le-28
lcl|Amplicon 406 non-redundant amplicon of 48 matches 120 le-28
lcl|Amplicon 399 non-redundant amplicon of 6 matches 120 le-28
lcl|Amplicon 54 non-redundant amplicon of 120 matches 120 le-28
lcl|Amplicon 420 non-redundant amplicon of 7 matches 120 le-28
lcl|Amplicon 528 non-redundant amplicon of 4 matches 118 5e-28
lcl|Amplicon 110 non-redundant amplicon of 88 matches 118 5e-28
lcl|Amplicon 390 non-redundant amplicon of 5 matches 116 2e=-27
lcl|Amplicon 271 non-redundant amplicon of 17 matches 113 2e-26
lcl|Amplicon 115 non-redundant amplicon of 13 matches 111 8e-26
lcl|Amplicon 88 non-redundant amplicon of 11 matches 86.0 3e-18
lcl|Amplicon 156 non-redundant amplicon of 30 matches 84.2 le-17
lcl|Amplicon 265 non-redundant amplicon of 12 matches 82.4 4e-17
lcl|Amplicon 199 non-redundant amplicon of 4 matches 78.8 4e-16
lcl|Amplicon 193 non-redundant amplicon of 5 matches 71.6 Te-14
lcl|Amplicon 189 non-redundant amplicon of 10 matches 71.6 Te-14
lcl|Amplicon 191 non-redundant amplicon of 5 matches 71.6 Te-14
lcl|Amplicon 187 non-redundant amplicon of 14 matches 69.8 2e-13
lcl|Amplicon 192 non-redundant amplicon of 5 matches 66.2 3e-12
lcl|Amplicon 188 non-redundant amplicon of 5 matches 66.2 3e-12
lcl|Amplicon 190 non-redundant amplicon of 5 matches 64.4 le-11
lcl|Amplicon 157 non-redundant amplicon of 10 matches 64.4 le-11
lcl|Amplicon 197 non-redundant amplicon of 12 matches 62.6 3e-11
lcl|Amplicon 180 non-redundant amplicon of 22 matches 62.6 3e-11
>1cl|Amplicon 4 non-redundant amplicon of 24874 matches
lcl|Amplicon 180 non-redundant amplicon of 22 matches 62.6 3e-11
>1cl|Amplicon 4 non-redundant amplicon of 24874 matches
Length=180
Score = 325 bits (360), Expect = 2e-90
Identities = 180/180 (100%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
Lrrrrerrrreerrrerrrrerrrrrrrrrr ettt et e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
Frrrrerrrrrerrrrrrrrerrrrerrrre et r e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
LErrrrerrreerrrerrrr e et r e e et r et e e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 223 non-redundant amplicon of 24 matches
Length=180
Score = 322 bits (356), Expect = 2e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
Frrrrerrrrerrrrerrrrerrrrrrrrrr ettt et e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
LErrreerrreerrrerrrr e e e et e et et e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
LErrreerrrrerrrerrrrerrrrrerrrrrrrrr et rrrrrrrrrr e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATANCGCGCAAACTAGGATAA 180

>1lcl|Amplicon 749 non-redundant amplicon of 4 matches
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Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
FErrrrrrrrrrrrrrrrrererer e et e ererrr rrrrrrrr e
Sbjct o6l TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGGTGGGTTTTTATGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
FErrrrrrrrrrrrrrrererer e et et r ettt
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>1cl|Amplicon 653 non-redundant amplicon of 2 matches Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CErrrrrrrererrrrererrrerererrrerrrrerer ettt e rrrrrrrrrrrrnd
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
PETErr e e e e et err et et ettt ettt el
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
PEErrrerrerrerrerrerrerrrrrerrerr et et erret trrrrrrr el
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCTCGCAAACTAGGATAA
>lcl|Amplicon 626 non-redundant amplicon of 2 matches Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
PEErrrerrerrerrerr e et et et et err et trrrrrrrrr el
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTCTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
FErrrrrrererrerererererererrrerrrrrrer et et errrrr e rrrrrrnd
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
CErrrrrrererrerererererererrrerrrrrrer ettt et errrrrrrrrrrrrnd
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>lcl|Amplicon 391 non-redundant amplicon of 10 matches
Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CErrrrrrererrer rererererrrrrerrrrrrer et e errrrr et
Sbjct 1 GAATCCTGTTGCCGGACTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
CErrrrrrrrrrrererer et ererererrrrer et et rr et
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
FErrrrrrrrerrrrrrrrerer e e et e ererrr ettt
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>lcl|Amplicon 264 non-redundant amplicon of 80 matches
Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CEErrrrrrrerrrrererererererrrerrrrer et et rrrr et
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
FEErrrrrrrrrrrr et et e e et e ettt et el
Sbjct 61 CGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Frrrrrrrrrrrrrrrrer e e et e ettt el
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Sbjct o6l CGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
CEErrrerr e e e et et et err ettt et ettt rrrrnl
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 613 non-redundant amplicon of 4 matches Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
PEErrrrrrrrerrrerr e et et et r et et e e e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
PErrrrrrrreerrrerrrreerrrrerrrer trrerrr et
Sbjct o6l TGTAATAATTAACATGTAATGCATGACGTTATCTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 518 non-redundant amplicon of 2 matches Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
CErrrrerrerrerrerrerrerr et errerr et et ettt ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
CErrrrerrerrerrerrerrerrerrerrerr et et e rerrerrer el
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTACGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 20064
CEETrErrrr ettt et et et ettt
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 508 non-redundant amplicon of 4 matches Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
PEErrrrrrrrrrrrer et e et et ettt et
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTGAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1cl|Amplicon 507 non-redundant amplicon of 4 matches
>lcl|Amplicon 507 non-redundant amplicon of 4 matches
Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
CErrrrerrerrerrerrerrerrerrerrerr et ettt rrrrr et rrr el
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTCCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
CErrrrrerrrrrerrerrerrerrerrerrerr et et ettt e el
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
CErrrrrerrrrrerrerrerrerrerrerrerr et et ettt e el
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 416 non-redundant amplicon of 6 matches Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
CEErrrerrrrr et e et et et et ettt ettt ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
PEErrrerrerrereerrerrerrerrrr et e et e et el
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
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Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
FErrrrerrrrrerrerrerrerrerrerrerr et et rerrerrerrer rrrenl
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTGGGATAA
>1lcl|Amplicon 409 non-redundant amplicon of 16 matches
Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
PEErrrrrrrerrrrerrrrerrrreerrrre et rrrrr e e ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTGAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
PEErrerrrreerrrerr e ettt e et et e e
Sbjct o6l TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>1lcl|Amplicon 396 non-redundant amplicon of 12 matches
Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
PEErrrrrrerr e e et et et e ettt ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
FErrrrrrrerrerrerrerrerrrrrerrerrerrerrerrrrrerrerrrrrrrer |
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGACT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
LEETrErrrr et e et et et r et
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>1lcl|Amplicon 227 non-redundant amplicon of 16 matches
Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
Frrrrrerrerrrrrerrerrerrerrerrerrer rrrerrrrr et r e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAGAATATAGCGCGCAAACTAGGATAA
>1lcl|Amplicon 403 non-redundant amplicon of 96 matches
Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
PEEErr e e e errerr et ettt et ettt et et et
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
PEErrrrrrerr e e et et ettt et et et et
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
CErrrrrerrerrerrerrrrrerrerrerre rerrerrerrrrr et rrrrrrrrnl
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAGACAAAATATAGCGCGCAAACTAGGATAA
>1cl|Amplicon 52 non-redundant amplicon of 218 matches
Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CEErrrerr e e e et et et err ettt et ettt rrrrnl
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Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60

Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
CEErrrerr e e e et et et err ettt et ettt rrrrnl

Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120

Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
PEErrrrrrreerrrerr e et et e ettt r et e

Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120

Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
FErrrrerrerrerrerrerrerrerrerrerr et et e rerrerrer el

Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAACCTAGGATAA 180

>lcl|Amplicon 419 non-redundant amplicon of 14 matches

Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 177/177 (100%), Gaps = 0/177 (0%)

Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
PEErrerrrreerrrerr e ettt e et et e e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
PEErrerrrreerrrerr e et r et r et e ettt r e e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGA 2061
PEErrr e e e ettt err ettt ettt el
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGA 177
>lcl|Amplicon 27 non-redundant amplicon of 324 matches
Length=180
Score = 320 bits (354), Expect = 8e-89
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
LEErrrrrrrrrrrrerrrr e e e et rrrrr e et et e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATCTAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
PEETTErrrr ettt et et e e ettt e e
Sbjct o6l TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
FErrrrrrrerrerrerrerrerr et et ettt et ettt ettt
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1lcl|Amplicon 525 non-redundant amplicon of 8 matches Length=181
Score = 318 bits (352), Expect = 3e-88
Identities = 180/181 (99%), Gaps = 1/181 (1%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
FErrrrerrerrerrerrrrrerrerrerrerr ettt ettt e el
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATA-CGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA 2063
Crrrrrerrerrerrerreetr rrrrrerrerr ettt ettt r e
Sbjct 121 CCCGCAATTATACATTTAATACCGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA 180
Query 2064 A 2064
\
Sbjct 181 A 181
Query 2064 A 2064
\
Sbjct 181 A 181
>lcl|Amplicon 646 non-redundant amplicon of 4 matches Length=179
Score = 316 bits (350), Expect = 1le-87
Identities = 179/180 (99%), Gaps = 1/180 (1%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
CErrrrerrerrerrerrrrrerrerrerrerr et et ettt rrrrerrenl
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
CErrrrerrerrerrerrerrerrerrerrerrerr et errer trrrrrrrrerrrnl
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGG-TTTTATGATTAGAGT 119
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
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CEErrrerrerr et e et et et et ettt et ettt ettt
Sbjct 120 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 179
>1lcl|Amplicon 607 non-redundant amplicon of 10 matches
Length=180
Score = 316 bits (350), Expect = 1le-87
Identities = 178/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
FErrrrerrerrerrerrerrerrerrerrerr et ettt et el
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
FErrrrerrerrerrerrerrerr e et trerr et ettt el
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTGTTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
PErrrrrrrrrrrrerrre et e e e e e e e
Sbjct 121 CCCGCAATTATACATTTAATACACGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1lcl|Amplicon 499 non-redundant amplicon of 38 matches
Length=179
Score = 316 bits (350), Expect = 1le-87
Identities = 179/180 (99%), Gaps = 1/180 (1%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
FErrrrerrerrerrerrerrerrerrerrerrerrerrereerrer trrrrrrrrrn
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGA-TTACGTTAAGCA 59
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
PEETTErrrr ettt et et ettt et
Sbjct 60 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 119
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
LEETrErrrr et e et et et r et
Sbjct 120 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 179
>lcl|Amplicon 473 non-redundant amplicon of 2 matches Length=180

Score = 316 bits (350), Expect = 1le-87
Length=180
Score = 316 bits (350), Expect = 1le-87

Identities = 178/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
FErrerrrererrerererererererrrerrrrerer et et er et rrrrrrrrnd
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
CErrrrrrererrerererererererer rerrrrrr et e errrrr et
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
CEErerrr rerrerererererererrrerrrrrr e ettt e errrrr e rrrrrrnd
Sbjct 121 CCCGCAATAATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1lcl|Amplicon 284 non-redundant amplicon of 12 matches
Length=180
Score = 316 bits (350), Expect = l1le-87
Identities = 178/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
FErrrrrrrrererrrrerererrr et e ererrrerrr ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
CEErrrrrererrrrererererererrrerrrrrr e et et et e rrrr et
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
CErrerrrrrerrerererrrerererrrerrrrererer e trerrrrrrrr rrrrn
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATGGCGCGCAAACTGGGATAA 180
>lcl|Amplicon 425 non-redundant amplicon of 24 matches
Length=180
Score = 316 bits (350), Expect = le-87
Identities = 178/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
CEErrrrrrrerrrrererererererrrerrrrer et et rrrr et
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
CEorrrerrerrerrerrerrerr et et et et ettt et ettt
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Sbjct o6l TGAAATAATTAACATGTAATGCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
PErrrrrrrrrerrrerrrr e r e et ettt e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>lcl|Amplicon 37 non-redundant amplicon of 98 matches Length=179
Score = 316 bits (350), Expect = 1le-87
Identities = 179/180 (99%), Gaps = 1/180 (1%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
PEErrrrrrrrrrrerr et e e e e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Ferrrrrrrrrerrrrrrrrerrrrerrrrrrrrr e et et e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
PEErrrrrrrrrrrerrrr et e e et err e et e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTT-TGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
PEErrrrrrrrrrrerr et e e e e
Sbjct 120 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>lcl|Amplicon 76 non-redundant amplicon of 14 matches
Length=179
Score = 316 bits (350), Expect = 1le-87
Identities = 179/180 (99%), Gaps = 1/180 (1%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Prrrrrerrreerrrrrrrrerrrrrerrrr e ettt e e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
FEErrrrrrrrrrrerrrer e trrrr e e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTA-TTATGAGATGGGTTTTTATGATTAGAGT
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
Lrrrrrerrreerrrrrrrrerrrrrerrrr ettt e e
Sbjct 120 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>1lcl|Amplicon 329 non-redundant amplicon of 18 matches
Length=179
Score = 315 bits (348), Expect = 3e-87
Identities = 177/179 (99%), Gaps = 0/179 (0%)
Strand=Plus/Plus
Query 1886 AATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCAT
Lrrrreerrreerrrer o rrrrrrrrrrrr et e e e
Sbjct 1 AATCCTGTTGCCGGTCTGTCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCAT
Query 1946 GTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTC
Frrrrerrrrrerrrrrrrrerrrrerrrre et r e e
Sbjct 61 GTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTC
Query 2006 CCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
Prrrrrrrrreerrrerrrrerrrrrerrrr et et ettt
Sbjct 121 CCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>lcl|Amplicon 578 non-redundant amplicon of 2 matches
Length=180
Score = 311 bits (344), Expect = 4e-86
Identities = 179/181 (99%), Gaps = 2/181 (1%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATA-ATTTCTGTTGAATTACGTTAAGC
Prrrrerrrrerrrrerrrrerrrrrrrrrr e rerrrrrrrt rrrrr e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATATATTTCTGTTG-ATTACGTTAAGC
Query 1944 ATGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAG
Frrrrerrrrerrrrerrrrerrrrrrrrrr ettt et e
Sbjct 60 ATGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAG
Query 2004 TCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA
LErrrrerrreerrrerrrr e e e e e et et rrrr e e e
Sbjct 120 TCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA
2004 TCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA 2063
LErrreerrreerrrerrrr e e e et e et et e e
Sbjct 120 TCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA
Query 2064 A 2064
\
Sbjct 180 A 180
>1cl|Amplicon 521 non-redundant amplicon of 4 matches Length=180

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result

120
2064

180

1944

60

60
2004

119
2064

179

1944

60
2004

119
2064

179

1945

60
2005

120
2064

179

1943

59
2003

119
2063

179 Query

179

28/03/2017 09:46



SequenceServer: Custom BLAST Server

Score

Identities
Strand=Plus/Plus

311 bits
= 177/180

4e-86
0/180 (0%)

(344),
(98%),

Expect =
Gaps =

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result

Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
FErrrrerrerrerrerrerrerr et ettt et ettt et r el
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
T O B
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTACACT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
LEErrrrrrrrrre et rr e et e e
Sbjct 121 CCCCCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1lcl|Amplicon 269 non-redundant amplicon of 34 matches
Length=179
Score = 309 bits (342), Expect = 1le-85
Identities = 176/179 (98%), Gaps = 0/179 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
FErrrrerrrrrerrerrerrerrerrerrerr et et ettt el
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
PEETTErrrr ettt et et e e ettt e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA 2063
PEETTEEET ettt et ety CETTEEEEr e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATTATGCGCGCAAACTAGGATA 179
>1lcl|Amplicon 310 non-redundant amplicon of 26 matches
Length=180
Score = 298 bits (330), Expect = 3e-82
Identities = 174/180 (97%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
PEETTEErrr ettt et e ettt e 1]
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGAATTGCA 60
Query 1945 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 2004
PEETTErrrr ettt et et e e ettt e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 2005 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
FETErr e e e rrrrrr ettt ettt rrrrrrrtl 1]
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTACCATAA 180
>lcl|Amplicon 94 non-redundant amplicon of 12 matches
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTACCATAA 180
>lcl|Amplicon 94 non-redundant amplicon of 12 matches
Length=186
Score = 275 bits (304), Expect = 3e-75
Identities = 178/186 (96%), Gaps = 7/186 (4%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
FErrrrerrerrerrerrrrrerrerrerrerr ettt ettt e el
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATT-AACATGTAATGCATGACGTTATTTATGAGAT-GGGTTTTTATGATT-AG 2001
PEEErrerrr rereerrerrerrereerrerrrrrrr et terrrrrr e |
Sbjct 61 TGTAATAATTAAACATGTAATGCATGACGTTATTTATGAGATGGGGTTTTTATGATTAAG 120
Query 2002 AGT-CCCGCAATTATACA-TTTAATACGCGATAG-AAAACAAAATATAGCGCGCAAACT- 2057
PO e e et e et et rerr ettt e rrrrrd
Sbjct 121 AGTCCCCGCAATTATACATTTTAATACGCGATAGAAAAACAAAATATAGCGCCCAAACTA 180
Query 2058 AGGATA 2063
LT
Sbjct 181  AGGATA 186
>lcl|Amplicon 320 non-redundant amplicon of 22 matches
Length=220
Score = 248 bits (274), Expect = 4e-67
Identities 180/220 (82%), Gaps = 40/220 (18%)
Strand=Plus/Plus
Query 1885 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 1944
FErrrrrrrerrerrerrerrerrrrrerrerrerrerrer ettt et e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 1945 TGTAATAATTAACATGTAATGCA-————=————————=————————————\——\———~——————— 1967
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FEETTEEET e
Sbjct 61 TGTAATAATTAACATGTAATGCACAGATAGGCCTAACGCTTGTCCAAGATCTATTCAGGT 120
Query 1968 ---TGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
CEErrerrrerrrrr e e et ettt et e e
Sbjct 121 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 180
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 2064
CEEEEr et e et ettt et e
Sbjct 181 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 220
>1cl|Amplicon 0 non-redundant amplicon of 12684 matches
Length=118
Score = 214 bits (236), Expect = 9e-57
Identities = 118/118 (100%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
PErrrrrrrrrerrrerrrreerrrr e et e et ettt e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
FErrrrrerrerrerrerrerrerrrrrerrerr et et ettt e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 648 non-redundant amplicon of 4 matches
Length=118
Score = 210 bits (232), Expect = le-55
>1lcl|Amplicon 648 non-redundant amplicon of 4 matches Length=118
Score = 210 bits (232), Expect = le-55
Identities = 116/116 (100%), Gaps = 0/116 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
LEETrErrrr et e et et et r et
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTG 2080
PEETEEErrrrr et et r et et et r el
Sbjct o6l ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTG 116
>lcl|Amplicon 224 non-redundant amplicon of 12 matches
Length=118
Score = 210 bits (232), Expect = le-55
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
FErrrrrrrerrerrrrr e rrrrerr et et et ettt
Sbjct 61 ACGCGATAGAAAACAAAATATANCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 614 non-redundant amplicon of 2 matches
Length=118
Score = 208 bits (230), Expect = 4e-55
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FEEErrerrerr rrerr et et et ettt et ettt ettt
Sbjct 1 GCATGACGTTATCTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
PErrrrrrrerrerrerr e ettt ettt ettt el

Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 519 non-redundant amplicon of 1 matches Length=118
Score = 208 bits (230), Expect = 4e-55

Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
PETEEr et err et ettt ettt r el
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTACGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
FETEET e e ettt et ettt et et el

Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 272 non-redundant amplicon of 5 matches Length=118

Score = 208 bits (230), Expect = 4e-55

Identities = 115/115 (100%), Gaps = 0/115 (0%)

Strand=Plus/Plus

Score = 208 bits (230), Expect = 4e-55
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Identities = 115/115 (100%), Gaps = 0/115 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
CEErrrrrrrrrrerer et et et e rrerrrrrr e e et rr e et
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGT 2079
CETEErErr ettt ettt et e ettt ettt

Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGT 115
>1lcl|Amplicon 417 non-redundant amplicon of 3 matches Length=118
Score = 208 bits (230), Expect = 4e-55

Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
CErrrrrrrrerrrrererrrerererrrerrrrerrr et et e et rrrrrrrrnd
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
PEErrrrrrrrrrrrerrrrrerrreerrrr et terrr e e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTGGGATAAATTATCGCGCGCGGTGTC 118
>1cl|Amplicon 228 non-redundant amplicon of 8 matches
Length=118
Score = 208 bits (230), Expect = 4e-55
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FErrrrrrrrerrrrrrrrerer et et et rrrrrr ettt
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
CErrrrrrrrerrer rererererrrrrerrrrer ettt e e e el
Sbjct 61 ACGCGATAGAAAACAGAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1cl|Amplicon 397 non-redundant amplicon of 6 matches
Length=118
Score = 208 bits (230), Expect = 4e-55
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
PErrrrerrerrerrerrrrrerrerrerrerr et et crrrrr et et rrrrrtl
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGACTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
FErrrrrrrrerrrrerererererrrrrrrrrrrr ettt e e rrrrrrrrl
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 426 non-redundant amplicon of 12 matches
Length=118
Score = 208 bits (230), Expect = 4e-55
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
CErrerrrr cererererrrerererrrerrrrerer et et er et rrrrrrr
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FEErrrrr e ceerrrrerer e e et et e r et ettt
Sbjct 1 GCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
CErrrrrrrrerrererer e et et rrrrrrrrrrr e et rr el
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 404 non-redundant amplicon of 48 matches
Length=118
Score = 208 bits (230), Expect = 4e-55
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
CEErrrrrrre rererer et et errrrrerrrrrr e et rr el
Sbjct 61 ACGCGATAGAAGACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 53 non-redundant amplicon of 109 matches
Length=118
Score = 208 bits (230), Expect = 4e-55
Identities = 117/118 (99%), Gaps = 0/118 (0%)
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Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FEErrrerrrrrerrrrrerrerrerrerrerr ettt ettt et et
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
PEErrrrrrrrrrrrerrrreerrree ettt e et et e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAACCTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 526 non-redundant amplicon of 4 matches
Length=119
Score = 206 bits (228), Expect = le-54
Identities = 118/119 (99%), Gaps = 1/119 (1%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
CErrrrerrrrrerrerrerrerr et errerr ettt et ettt
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 A-CGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082

Sbjct 61 ACCGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 119
>1lcl|Amplicon 389 non-redundant amplicon of 5 matches Length=119
Score = 206 bits (228), Expect = le-54

Identities = 118/119 (99%), Gaps = 1/119 (1%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
PEETEErrrrrrrrr e et e r e et et e et ettt
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAG-CGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
CEETrErrrr ettt et et et ettt
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAG-CGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
PEErrrerrerrerrerrerrer rrrerrerr ettt er ettt el
Sbjct 61 ACGCGATAGAAAACAAAATATAGCCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 119
>1cl|Amplicon 77 non-redundant amplicon of 7 matches
Length=118
Score = 206 bits (228), Expect = le-54
Identities = 118/119 (99%), Gaps = 1/119 (1%)
Strand=Plus/Plus
Query 1964 TGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAA 2023
FErrrrerrerr et rrrerrerrerrerrerr ettt ettt r e
Sbjct 1 TGCATGACGTTATT-ATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAA 59
Query 2024 TACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
PEEErrerrerrerrerrerrerrerrereerr et rer et et r el

Sbjct 60 TACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 654 non-redundant amplicon of 2 matches Length=118
Score = 205 bits (226), Expect = 4e-54

Identities = 116/118 (98%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FEEErrerrrrrerrrrrerrerrerrereerrerrerrererrrer e rrr e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
CErrrrerrerrerrerr et rrerr et et et et et e rrrrrrnl
Sbjct 61 ACGCGATAGAAAACAAAATATAGCTCGCAAACTAGGATAAATTATCGCTCGCGGTGTC 118
>lcl|Amplicon 608 non-redundant amplicon of 5 matches
Length=118
Score = 205 bits (226), Expect = 4e-54
Identities = 116/118 (98%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
CEErrrerrr rerrrrrerrrrrerrerrerr ettt ettt et rrrrrrrnl
Sbjct 1 GCATGACGTTGTTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
CEorrr e e e e ettt ettt et et

Sbjct 61 ACACGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 285 non-redundant amplicon of 6 matches Length=118
Score = 205 bits (226), Expect = 4e-54

Identities = 116/118 (98%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FEErrrrrrrerrrrer e et et et et e e ettt et rr et
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Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60

Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGIC 2082
PErrrrrrrreerrrrrrr e rrrrrrr et e e e e e

Sbjct 61 ACGCGATAGAAAACAAAATATGGCGCGCAAACTGGGATAAATTATCGCGCGCGGTGTC 118

Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGIC 2082
Errrrrrrrerrrrrrrr e rerrerr et trrrr e e e e

Sbjct 61 ACGCGATAGAAAACAAAATATGGCGCGCAAACTGGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 38 non-redundant amplicon of 43 matches Length=117
Score = 205 bits (226), Expect = 4e-54

Identities = 117/118 (99%), Gaps = 1/118 (1%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
PEErrrrrrrrrrrerrr e et cerr et e e e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTT-TGATTAGAGTCCCGCAATTATACATTTAAT 59
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
Prrrrrerrrrrrrrrerrrreerrrrerrrr et et r e e e
Sbjct 60 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 117
>1lcl|Amplicon 311 non-redundant amplicon of 10 matches
Length=118
Score = 205 bits (226), Expect = 4e-54
Identities = 116/118 (98%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FEEErrrrrrrrrrrrr et r e e e e e e el
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
Prrrrrrrrrrerrrerrrreerrreerrrerrr rrrrr e e e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTACCATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 56 non-redundant amplicon of 3 matches
Length=118
Score = 203 bits (224), Expect = 2e-53
Identities = 112/112 (100%), Gaps 0/112 (0%)
Strand=Plus/Plus
Query 1971 CGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAATACGCGA 2030
FEErrrrrrrrrrrr e et e e e e e el
Sbjct 7 CGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAATACGCGA 66
Query 2031 TAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
Prrrrrerrrrrerrrrrrrrrerrreerr e ettt e e e

Sbjct 67 TAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 522 non-redundant amplicon of 2 matches Length=118
Score = 199 bits (220), Expect = 2e-52

Identities = 115/118 (97%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FErrrrrrererrerererererererererereer e trrrrrrrrr e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTACACTCCCCCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
FErrrrrrrrerrrrerererererrrrrerrrrrr ettt et rr el
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 270 non-redundant amplicon of 17 matches
>1cl|Amplicon 270 non-redundant amplicon of 17 matches
Length=118
Score = 199 bits (220), Expect = 2e-52
Identities = 115/118 (97%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
CEErrrrrererrrrererererererrrerrrrrr e et et et e rrrr et
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
FIEEEEEr el FIEEEEEr et et ettt el
Sbjct 61 ACGCGATAGAAAACAAAATTATGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 336 non-redundant amplicon of 3 matches
Length=114
Score = 190 bits (210), Expect = 1le-49
Identities = 114/118 (97%), Gaps = 4/118 (3%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FErrerrrrrerrerererererererr cerrrerer et e et rrrrrrrrn
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTT-ATGATTAGAGTCCCGCAATTATACATTTAAT 59
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Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTIC 2082
PEETEEEEE el FEEEEEErr e

Sbjct 60 ACGCGATAGAAAACAAAATATAGCGCG---ACTAGGATAAATTATCGCGCGCGGTGTC 114
>1lcl|Amplicon 493 non-redundant amplicon of 1 matches
Length=116

Score = 188 bits (208), Expect = 3e-49

Identities = 113/118 (96%), Gaps = 2/118 (2%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
FETEETEE ettt FEEE TP ettt
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTA--GATTGGAGTCCCGCAATTATACATTTAAT 58
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
PEEErr e e e et et et e et et et el

Sbjct 59 ACGCGATAGAAAACAAAATATCGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 116
>1lcl|Amplicon 582 non-redundant amplicon of 1 matches Length=111
Score = 183 bits (202), Expect = le-47

Identities = 111/118 (94%), Gaps = 7/118 (6%)
Strand=Plus/Plus
Query 1965 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 2024
CETrrrerrrrr et et err et et ettt ettt ettt
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 2025 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 2082
PETEETEET Rl FETEETEET e el

Sbjct 61 ACGCGATAGAAAACAAAATAT——————- AAACTAGGATAAATTATCGCGCGCGGTGTC 111
>1cl|Amplicon 3 non-redundant amplicon of 2803 matches
Length=94

Score = 170 bits (188), Expect = 9e-44
Length=94

Score = 170 bits (188), Expect = 9e-44

Identities = 94/94 (100%), Gaps = 0/94 (0%)

Strand=Plus/Plus
Query 424 AAGCACATACGTCAGAAACCATTATTGCGCGTTCAAAAGTCGCCTAAGGTCACTATCAGC 483
CEErrrrrr et et r e et e et r e
Sbjct 1 AAGCACATACGTCAGAAACCATTATTGCGCGTTCAAAAGTCGCCTAAGGTCACTATCAGC 60
Query 484 TAGCAAATATTTCTTGTCAAAAATGCTCCACTGA 517
CEETEEEETEr e el
Sbjct 61 TAGCAAATATTTCTTGTCAAAARATGCTCCACTGA 94
>lcl|Amplicon 575 non-redundant amplicon of 7 matches Length=94
Score = 165 bits (182), Expect = 4e-42
Identities = 93/94 (99%), Gaps = 0/94 (0%)
Strand=Plus/Plus
Query 424 AAGCACATACGTCAGAAACCATTATTGCGCGTTCAAAAGTCGCCTAAGGTCACTATCAGC 483
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt e rrrrre
Sbjct 1 AAGCACATACGTCAGAAACCATTATTGCGCGTTCAAAAGTCGCCTAAGGTCACTATCAGC 60
Query 484 TAGCAAATATTTCTTGTCAAAAATGCTCCACTGA 517
FETEETEEr ettt ety
Sbjct 61 GAGCAAATATTTCTTGTCAAAAATGCTCCACTGA 94
>lcl|Amplicon 299 non-redundant amplicon of 3 matches
Length=94
Score = 165 bits (182), Expect = 4e-42
Identities = 93/94 (99%), Gaps = 0/94 (0%)
Strand=Plus/Plus
Query 424 AAGCACATACGTCAGAAACCATTATTGCGCGTTCAAAAGTCGCCTAAGGTCACTATCAGC 483
CEEEr rrrerrerrereerrerrerrerrrrrerrerrerrerr et e rrrrrnd
Sbjct 1 AAGCAGATACGTCAGAAACCATTATTGCGCGTTCAAAAGTCGCCTAAGGTCACTATCAGC 60
Query 484 TAGCAAATATTTCTTGTCAAAAATGCTCCACTGA 517
CETEET R ettt et ettt el
Sbjct 61 TAGCAAATATTTCTTGTCAAAAATGCTCCACTGA 94
>1lcl|Amplicon 652 non-redundant amplicon of 6 matches
Length=94
Score = 161 bits (178), Expect = 5e-41
Identities = 93/94 (99%), Gaps = 1/94 (1%)
Strand=Plus/Plus
Query 424 AAGCACATACGTCAGAAACCATTATTGCGCGTTCAAAAGTCGCCTAAGGTCACTATCAGC 483
CErerrerrerrerrereerrerrerrerrrr et ettt et rrrrrnd
Sbjct 1 AAGCACATACGTCAGAAACCATTATTGCGCGTTCAAAAGTCGCCTAAGGTCACTATCAGC 60
Query 484 TAGCAAATATTTC-TTGTCAAAAATGCTCCACTG 516

FEEEErrrrrrrr rerrrr e

28/03/2017 09:46



SequenceServer: Custom BLAST Server

94 de 100

Sbjct o6l TAGCAAATATTTCTTTGTCAAAAATGCTCCACTG 94
>lcl|Amplicon 1 non-redundant amplicon of 25856 matches

Length=84

Score = 152 bits (168), Expect = 2e-38
Identities = 84/84 (100%), Gaps = 0/84 (0%)
Strand=Plus/Plus

Score = 152 bits (168), Expect = 2e-38
Identities = 84/84 (100%), Gaps = 0/84 (0%)

Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
PETErrerr et err et et et er ettt ettt et rrrrnl
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FETEETEET et rrrrnl

Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>1cl|Amplicon 229 non-redundant amplicon of 16 matches Length=84
Score = 150 bits (166), Expect = 9e-38

Identities = 83/83 (100%), Gaps = 0/83 (0%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrrrrrrrrrrrrererererererrrerrrrerer ettt et errrrrrrrrrrrrnd
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 2017 CATTTAATACGCGATAGAAAACA 2039
FETEETEET el

Sbjct 61 CATTTAATACGCGATAGAAAACA 83
>lcl|Amplicon 750 non-redundant amplicon of 4 matches
Length=84

Score = 147 bits (162), Expect = 1le-36

Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrrrrrrrerrerrrrrerererer rerrrrerrr et errrrrrrrrrrrrnd
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGGTGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FETEETEET Rt rrrrtl

Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>1lcl|Amplicon 520 non-redundant amplicon of 2 matches Length=84
Score = 147 bits (162), Expect = 1le-36

Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Frrrerrrrrerrerererererererrrerrrrerer rerrrerrrrrrrrrrrrr
Sbijct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTACGATTAGAGTCCCGCAATTATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FEEEEErr et

Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>lcl|Amplicon 398 non-redundant amplicon of 12 matches Length=84
Score = 147 bits (162), Expect = le-36

Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CETErrerrerrerrerr e e et et et err et et rerrrrrrrrrnl
Sbijct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGACTCCCGCAATTATA
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CETEEr et e err ettt ettt rerrrrrrrrrtl
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGACTCCCGCAATTATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FETEETEET el

Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>lcl|Amplicon 427 non-redundant amplicon of 24 matches Length=84
Score = 147 bits (162), Expect = 1le-36

Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CEEErrrr e e e et ettt ettt et et et et rrr e
Sbth 1 CATGTAATGCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FIETEEEE et
Sbijct ol CATTTAATACGCGATAGAAAACAA 84
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>1lcl|Amplicon 405 non-redundant amplicon of 96 matches
Length=84
Score = 147 bits (162), Expect = le-36
Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
FErrrrrrererrerrrerrrerererrrrrrrrrrrr ettt ettt e
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FEETTEEEr T rrrrr et

Sbjct 61 CATTTAATACGCGATAGAAGACAA 84
>1cl|Amplicon 527 non-redundant amplicon of 8 matches
Length=84

Score = 143 bits (158), Expect = 1le-35

Identities = 83/84 (99%), Gaps = 1/84 (1%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrerrrerrrrrrererrrerererrrerrrrrrer et errrrrrrrrrrrrnd
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 2017 CATTTAATA-CGCGATAGAAAACA 2039
FEEEEEErr trrrrrrrr e

Sbjct 61 CATTTAATACCGCGATAGAAAACA 84
>lcl|Amplicon 474 non-redundant amplicon of 2 matches Length=84
Score = 143 bits (158), Expect = 1le-35

Identities = 82/84 (98%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrerrrrrerrerer rererererrrerrrrerer et errrrrrrrrrr
Sbjct 1 CATGTAATGCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATAATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FETEETEET Rt rrrrnl
Sbijct 1 CATGTAATGCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATAATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FETEETEET Rt rrrrtl

Sbjct o6l CATTTAATACGCGATAGAAAACAA 84
>lcl|Amplicon 337 non-redundant amplicon of 10 matches Length=83
Score = 143 bits (158), Expect = 1le-35

Identities = 83/84 (99%), Gaps = 1/84 (1%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
PETErrerr e e et err ettt et trerr et rrrrrrrrnl
Sbijct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTT-ATGATTAGAGTCCCGCAATTATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FETEETEE el

Sbjct 60 CATTTAATACGCGATAGAAAACAA 83
>1lcl|Amplicon 39 non-redundant amplicon of 98 matches Length=83
Score = 143 bits (158), Expect = 1le-35

Identities = 83/84 (99%), Gaps = 1/84 (1%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrrrrrererrerererererererrrerrrrerr e ererrrrr et
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTT-TGATTAGAGTCCCGCAATTATA
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FEEEEEEr et

Sbjct 60 CATTTAATACGCGATAGAAAACAA 83
>1cl|Amplicon 488 non-redundant amplicon of 2 matches
Length=84

Score = 140 bits (154 Expect = 2e-34

) 14
Identities = 77/77 (100%), Gaps = 0/77 (0%)
Strand=Plus/Plus
Query 1964 TGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAA
CEErrrrrrrerrrrererererererrrerrrrer et et rrrr et
Sbjct 8 TGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAA
Query 2024 TACGCGATAGAAAACAA 2040
FIEEEEEE el

Sbjct 68 TACGCGATAGAAAACAA 84

>lcl|Amplicon 523 non-redundant amplicon of 4 matches
Length=84

Score = 138 bits (152), Expect = 5e-34
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Identities = 81/84 (96%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA 2016
CEErrrrrrrerrerererererererrrerrrrerer e et et et rrrrrrnd
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTACACTCCCCCAATTATA 60
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FEEEEEEr et

Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
PEETTEEET ettt rrrd
Sbjct o6l CATTTAATACGCGATAGAAAACAA 84
>lcl|Amplicon 494 non-redundant amplicon of 2 matches Length=82
Score = 131 bits (144), Expect = 8e-32

Identities = 80/84 (95%), Gaps = 2/84 (2%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA 2016
CEErrrrrrrrrrrrrrrr e et e el FEEE T Errrrr el
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTA--GATTGGAGTCCCGCAATTATA 58
Query 2017 CATTTAATACGCGATAGAAAACAA 2040
FEEEEErr et

Sbjct 59 CATTTAATACGCGATAGAAAACAA 82
>1cl|Amplicon 589 non-redundant amplicon of 2 matches Length=95
Score = 127 bits (140), Expect = 1e-30

Identities = 72/73 (99%), Gaps = 0/73 (0%)
Strand=Plus/Minus
Query 305 GGGAGTCACGTTATGACCCCCGCCGATGACGCGGGACAAGCCGTTTTACGTTTGGAACTG 364
CErrrrrrrerrr rerrrrerrrrrerrrrrrrrr et et r e
Sbjct 73 GGGAGTCACGTTACGACCCCCGCCGATGACGCGGGACAAGCCGTTTTACGTTTGGAACTG 14
Query 365 ACAGAACCGCAAC 377
FEEEEEEErrn
Sbjct 13 ACAGAACCGCAAC 1
>lcl|Amplicon 2 non-redundant amplicon of 12842 matches

Length=69
Score = 125 bits (138), Expect = 3e-30
Identities = 69/69 (100%), Gaps = 0/69 (0%)

Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA 2055
FErrerrrererrerererererererrrerrrrerer et e errrrrrrrrrrrrnd
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA 60
Query 2056 CTAGGATAA 2064
LI

Sbjct 61 CTAGGATAA 69

>1lcl|Amplicon 95 non-redundant amplicon of 18 matches
Length=87

Score = 122 bits (134), Expect = 4e-29

Identities = 81/85 (95%), Gaps = 4/85 (5%)
Strand=Plus/Plus
Query 1957 CATGTAATGCATGACGTTATTTATGAGAT-GGGTTTTTATGATT-AGAGT-CCCGCAATT 2013
CErrerrrererrerererererererer rerrererer e et et rrrrrrrnd
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGGTTTTTATGATTAAGAGTCCCCGCAATT 60
Query 2014 ATACA-TTTAATACGCGATAGAAAA 2037
FIEEE FErrrr el
Sbjct 61 ATACATTTTAATACGCGATAGAAAA 85
>lcl|Amplicon 225 non-redundant amplicon of 12 matches Length=69
>lcl|Amplicon 225 non-redundant amplicon of 12 matches Length=69
Score = 122 bits (134), Expect = 4e-29
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA 2055
FErrerrrrrerrerererrrerererrrerrrrerer et errrrrr rrrrrrnd
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATANCGCGCAAA 60
Query 2056 CTAGGATAA 2064
LI

Sbjct 61 CTAGGATAA 69
>1lcl|Amplicon 655 non-redundant amplicon of 2 matches Length=69
Score = 120 bits (132), Expect = 1le-28

Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA 2055
CEErrrrrrrrrrrrrrerrrer et et et et e rr e ettt rrrnd
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Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCTCGCAAA
Query 2056 CTAGGATAA 2064
FETEETTT

Sbjct 61 CTAGGATAA 69

>lcl|Amplicon 609 non-redundant amplicon of 5 matches
Length=69

Score = 120 bits (132), Expect = le-28

Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
FErrrrrrererrerererrrerererer et rerrrr et e r e e
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACACGATAGAAAACAAAATATAGCGCGCAAA
Query 2056 CTAGGATAA 2064
LI

Sbjct 61 CTAGGATAA 69

>1cl|Amplicon 475 non-redundant amplicon of 1 matches
Length=69

Score = 120 bits (132), Expect = le-28

Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
PErrrrerrerr e et e et err ettt ettt r el
Sbjct 1 GATTAGAGTCCCGCAATAATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
Query 2056 CTAGGATAA 2064
LI

Sbjct 61 CTAGGATAA 69

>lcl|Amplicon 418 non-redundant amplicon of 3 matches Length=69
Score = 120 bits (132), Expect = le-28
Identities = 68/69 (99%), Gaps = 0/69 (0%)

Length=69

Score = 120 bits (132), Expect = 1le-28

Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrrrrrerrrrrrrrererererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
Query 2056 CTAGGATAA 2064
RN

Sbjct 61 CTGGGATAA 69
>lcl|Amplicon 230 non-redundant amplicon of 8 matches Length=69
Score = 120 bits (132), Expect = le-28

Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
FErrrrrrrrererrererrrererrr e et ererererrer terrr e
Sbijct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAGAATATAGCGCGCAAA
Query 2056 CTAGGATAA 2064
LI

Sbjct 61 CTAGGATAA 69

>1lcl|Amplicon 406 non-redundant amplicon of 48 matches
Length=69

Score = 120 bits (132), Expect = 1le-28

Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrerrrrrerrerrerrerrerrerrerrerrerre e et rrrrrrerrrnl
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAGACAAAATATAGCGCGCARAA
Query 2056 CTAGGATAA 2064
FETEETTT

Sbjct 61 CTAGGATAA 69
>lcl|Amplicon 399 non-redundant amplicon of 6 matches Length=69
Score = 120 bits (132), Expect = le-28

Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
FEErerr rrerrrrrrerrrerer et e er e ettt
Sbjct 1 GATTAGACTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
Query 2056 CTAGGATAA 2064
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Sbjct 61 CTAGGATAA 69
>lcl|Amplicon 54 non-redundant amplicon of 120 matches Length=69
Score = 120 bits (132), Expect = le-28

Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA 2055
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA 2055
FErrrrrrererrrrrrerrrer e et e e e rrrrrrrer et
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAC 60
Query 2056 CTAGGATAA 2064
LI

Sbjct 61 CTAGGATAA 69
>1cl|Amplicon 420 non-redundant amplicon of 7 matches
Length=69

Score = 120 bits (132 Expect = le-28

) 14
Identities = 66/66 (100%), Gaps = 0/66 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA 2055
PEErrrerrrrr e et err et et ettt ettt rrrrtl
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCARA 60
Query 2056 CTAGGA 2061
I

Sbjct 61 CTAGGA 66
>lcl|Amplicon 528 non-redundant amplicon of 4 matches Length=70
Score = 118 bits (130), Expect = 5e-28

Identities = 69/70 (99%), Gaps = 1/70 (1%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATAC-GCGATAGAAAACAAAATATAGCGCGCAA 2054
CErrerrrererrerererererererrr et rrrrrr et rrrrrrrrrrrrrrnd
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACCGCGATAGAAAACAAAATATAGCGCGCAA 60
Query 2055 ACTAGGATAA 2064
LI

Sbjct 61 ACTAGGATAA 70
>1cl|Amplicon 110 non-redundant amplicon of 88 matches Length=86
Score = 118 bits (130), Expect = 5e-28

Identities = 65/65 (100%), Gaps = 0/65 (0%)
Strand=Plus/Plus
Query 242 TCAAACACTGATAGTTTAAACTGAAGGCGGGAAACGACAATCTGATCATGAGCGGAGAAT 301
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 22 TCAAACACTGATAGTTTAAACTGAAGGCGGGAAACGACAATCTGATCATGAGCGGAGAAT 81
Query 302 TAAGG 306
[T
Sbjct 82 TAAGG 86
>lcl|Amplicon 390 non-redundant amplicon of 5 matches Length=69
Score = 116 bits (128), Expect = 2e-27
Identities = 68/69 (99%), Gaps = 1/69 (1%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAG-CGCGCAA 2054
FErrrrrrerererrrrerererrrer e ererrrerrrrrerrrrerer rrrrnd
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCCGCGCAA 60
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAG-CGCGCAA 2054
CEErrrrrrrerrrrererererererrrerrrrerer et et e errrrrer rrrrrnd
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCCGCGCAA 60
Query 2055 ACTAGGATA 2063
LI

Sbjct 61 ACTAGGATA 69
>lcl|Amplicon 271 non-redundant amplicon of 17 matches Length=70
Score = 113 bits (124), Expect = 2e-26

Identities = 67/70 (96%), Gaps = 0/70 (0%)
Strand=Plus/Plus
Query 1996 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA 2055
FETEET et ettt et ettt ettt et el FITEETTT
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATTATGCGCGCARAA 60
Query 2056 CTAGGATAAA 2065
FITETITTT
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Sbjct o6l CTAGGATAAA 70
>lcl|Amplicon 115 non-redundant amplicon of 13 matches Length=76
Score = 111 bits (122), Expect = 8e-26

Identities = 64/66 (97%), Gaps = 0/66 (0%)
Strand=Plus/Plus
Query 257 TTAAACTGAAGGCGGGAAACGACAATCTGATCATGAGCGGAGAATTAAGGGAGTCACGTT 316
Lot rrerrerrerrerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 11 TTCAACAGAAGGCGGGAAACGACAATCTGATCATGAGCGGAGAATTAAGGGAGTCACGTT 70
Query 317 ATGACC 322
[T
Sbject 71  ATGACC 76
>1cl|Amplicon 88 non-redundant amplicon of 11 matches
Length=87
Score = 86.0 bits (94), Expect
Identities = 47/47 (100%), Gaps
Strand=Plus/Plus
Query 242 TCAAACACTGATAGTTTAAACTGAAGGCGGGAAACGACAATCTGATC 288
CErrrrrrrerrerr et et ettt et et
Sbjct 19 TCAAACACTGATAGTTTAAACTGAAGGCGGGAAACGACAATCTGATC 65
>1lcl|Amplicon 156 non-redundant amplicon of 30 matches
Length=139
Score = 84.2 bits (92), Expect
Identities = 46/46 (100%), Gaps
Strand=Plus/Plus
Query 243 CAAACACTGATAGTTTAAACTGAAGGCGGGAAACGACAATCTGATC 288
CEETEErrr e et e et e e et
Sbjct 37 CAAACACTGATAGTTTAAACTGAAGGCGGGAAACGACAATCTGATC 82
>1lcl|Amplicon 265 non-redundant amplicon of 12 matches

3e-18
0/47 (0%)

le-17
0/46 (0%)

Length=101

Score = 82.4 bits (90), Expect = 4e-17
Identities = 45/45 (100%), Gaps = 0/45 (0%)
Score = 82.4 bits (90), Expect = 4e-17
Identities = 45/45 (100%), Gaps = 0/45 (0%)

Strand=Plus/Plus
Query 242 TCAAACACTGATAGTTTAAACTGAAGGCGGGAAACGACAATCTGA 286

FEEErrrrrrr e e et e et e et
Sbjct 57  TCAAACACTGATAGTTTAAACTGAAGGCGGGAAACGACAATCTGA 101

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H
0.625 0.410 0.780

Effective search space used: 239905000

Query= pSsuAra_Arabidopsis_thaliana_-_X13611.1

Length=2821

Score E
Sequences producing significant alignments: (Bits) Value
lcl|Amplicon 159 non-redundant amplicon of 11 matches 176 2e-45
>1lcl|Amplicon 159 non-redundant amplicon of 11 matches
Length=139
Score = 176 bits (194 Expect = 2e-45

) 14
Identities = 97/97 (100%), Gaps = 0/97 (0%)
Strand=Plus/Plus
Query 885 CATAAAGGAAGATGGAGACTTGAGAAGttttttttggactttgtttagctttgttgggcg 944
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 1 CATAAAGGAAGATGGAGACTTGAGAAGTTTTTTTTGGACTTTGTTTAGCTTTGTTGGGCG 60
Query 945 ttttttttttttGATCAATAACTTTGTTGGGCTTATG 981
FEEEErrr et e ettt ey
Sbijct ol TTTTTTTTTTTTGATCAATAACTTTGTTGGGCTTATG 97

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H
0.625 0.410 0.780

Effective search space used: 268693600
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Query= pTA29_Nicotiana_tabacum_-_X52283.1

Length=3021

Score
Sequences producing significant alignments: (Bits)
lcl|Amplicon 158 non-redundant amplicon of 22 matches 113
lcl|Amplicon 158 non-redundant amplicon of 22 matches 113
>1lcl|Amplicon 158 non-redundant amplicon of 22 matches
Length=130
Score = 113 bits (124 Expect = 3e-26

) 14
Identities = 62/62 (100%), Gaps = 0/62 (0%)
Strand=Plus/Minus
Query 17 TCGATTATATTAGGGATTTTTACACAAATAGCCGGCTATATTAATTGTTTACTTTTTCTA 76
CErrrrerrerrereerrerrerrerr ettt et ettt et e e
Sbjct 62 TCGATTATATTAGGGATTTTTACACAAATAGCCGGCTATATTAATTGTTTACTTTTTCTA 3
Query 77 AC 78
I
Sbject 2 AC 1

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H

0.625 0.410 0.780
Effective search space used: 287886000

Query= pUbiZM1_Zea_mays_-_S94464.1
Length=3841
*xx%% No hits found ****x*

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H

0.625 0.410 0.780
Effective search space used: 363236547

Query=TSF1_Arabidopsis_thaliana_-_NC_003070.9

Length=5616
**xx%* No hits found *****

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H

0.625 0.410 0.780
Effective search space used: 532062122
Lambda K H

0.625 0.410 0.780
Effective search space used: 532062122

Database: GMOMETHODS non redundant amplicon set
849 sequences; 113,791 total letters
Database: GMOMETHODS non redundant amplicon set
Posted date: Apr 20, 2016 9:31 AM
Number of letters in database: 113,791
Number of sequences in database: 849
Matrix: blastn matrix 2 -3
Gap Penalties: Existence: 5, Extension: 2
Reference:
Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs", Nucleic Acids Res. 25:3389-3402.
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