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Query=1t7S_Glycine_max_- AB610665.1 .................... 2
Query=t35S_Cauliflower_mosaic_virus - NC 001497.1 ......... 2
Query=tE9Q Pisum_sativum - X00806.1 ................... 31
Query=tmas_Agrobacterium_tumefaciens - CP011249.1 ........ 31
Query=Tnos_Oryza sativa_Indica_Group - EU880444.1 ........ 32
Query=tocs_Agrobacterium_tumefaciens - CP011249.1......... 49
Query=tORF25 Agrobacterium_tumefaciens - X00493.1........ 49
Query=tpinll_Solanum_tuberosum - X04118.1 .............. 51
Query= ttml_Agrobacterium_tumefaciens - AF242881.1......... 51
Query=tTr7_Agrobacterium_tumefaciens_- V00090.1 .......... 51
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Query=t7S Glycine max - AB610665.1

Length=3553

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

Lambda K
0.634 0.408

Gapped

Lambda K

0.625 0.410

H
0.912

H
0.780

Effective search space used: 338937784

Query= t35S Cauliflower mosaic virus - NC 001497.1

Length=8024

Sequences producing significant alignments:

lcl|Amplicon 47

lcl|Amplicon 194
lcl|Amplicon 152
lcl|Amplicon_ 723
lcl|Amplicon 644
lcl|Amplicon 593
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 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

non-redundant amplicon of 6422 matches
non-redundant amplicon of 40 matches
non-redundant amplicon of 66 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 2 matches
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 amplicon of 10 matches
non-redundant amplicon of 12 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 24 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 10 matches
non-redundant amplicon of 12 matches
non-redundant amplicon of 182 matches
non-redundant amplicon of 4 matches
non-redundant amplicon of 6 matches
non-redundant amplicon of 2 matches
non-redundant amplicon of 18 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 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
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Score E
(Bits) Value

352 4e-98
349 5e-97
349 5e-97
347 2e-96
347 2e-96
347 2e-96
347 2e-96
347 2e-96
347 2e-96
347 2e-96
347 2e-96
347 2e-96
347 2e-96
347 2e-96
347 2e-96
345 6e-96
345 6e-96
343 2e-95
343 2e-95
343 2e-95
343 2e-95
343 2e-95
343 2e-95
338 9e-94
338 9e-94
338 9e-94
338 9e-94
338 9e-94
336 3e-93
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
334 le-92
333 4e-92
333 4e-92
331 le-91
331 le-91
329 5e-91
329 5e-91
329 5e-91
327 2e-90
327 2e-90
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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
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 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

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
non-redundant
non-redundant
non-redundant

non-redundant amplicon of 18 matches

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

non-redundant amplicon of 966 matches

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

non-redundant amplicon of 3 matches
non-redundant amplicon of 1 matches
non-redundant amplicon of 3 matches
non-redundant amplicon of 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
non-redundant
non-redundant
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non-redundant amplicon of 44 matches 327
327
amplicon of 2 matches 325
amplicon of 4 matches 325
amplicon of 52 matches 325
amplicon of 132 matches 325
amplicon of 742 matches 325
amplicon of 2 matches 324
amplicon of 8 matches 324
amplicon of 2 matches 324
amplicon of 190 matches 324
amplicon of 2 matches 322
amplicon of 18 matches 322
amplicon of 4 matches 322
amplicon of 6 matches 320
amplicon of 2 matches 318
amplicon of 2 matches 318
amplicon of 20 matches 318
amplicon of 10 matches 318
amplicon of 2 matches 316
amplicon of 6 matches 316
amplicon of 4 matches 315
amplicon of 6 matches 313
amplicon of 2 matches 306
amplicon of 2 matches 306
amplicon of 6 matches 289
amplicon of 2 matches 289
amplicon of 4 matches 286
amplicon of 36 matches 260
257
non-redundant amplicon of 2 matches 248
non-redundant amplicon of 10 matches 248
non-redundant amplicon of 54 matches 248
non-redundant amplicon of 5 matches 241
non-redundant amplicon of 2906 matches 223
amplicon of 11 matches 221
amplicon of 16 matches 221
amplicon of 56 matches 221
amplicon of 392 matches 221
amplicon of 69 matches 221
amplicon of 1 matches 219
amplicon of 1 matches 219
amplicon of 5 matches 219
219
amplicon of 2 matches 217
amplicon of 1 matches 217
amplicon of 2 matches 217
amplicon of 1 matches 217
amplicon of 1 matches 217
217
217
217
217
217
217
217
217
217
217
217
217
217
217
non-redundant amplicon of 2835 matches 217
amplicon of 1 matches 215
amplicon of 1 matches 215
amplicon of 1 matches 215
amplicon of 1 matches 215

non-redundant

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-178
2e-170
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
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
2e-57
8e-57
8e-57
8e-57
8e-57
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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
lcl|Amplicon 713
lcl|Amplicon_ 709
lcl|Amplicon 707
lcl|Amplicon 703
lcl|Amplicon 698
lcl|Amplicon 697
lcl|Amplicon_ 693
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

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

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

6 matches
1 matches
22 matches
2 matches
matches
matches
matches
matches
matches
matches
matches
matches
22 matches
1 matches
1 matches
1 matches
6 matches
25 matches

I N L

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
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
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
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
matches
10 matches
13 matches
2 matches
matches
matches
matches
matches
matches
14 matches
2 matches
2 matches
14 matches
2 matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
matches
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215
215
215
215
215
214
214
214
214
214
214
214
214
214
214
214
214
214
214
214
214
212
212
212
212
212
212
210
210
210
210
210
208
208
208
208
208
208
208
208
208
208
206
206
205
205
205
205
205
205
205
205
205
205
205
205
205
203
203
203

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
le-53
le-53
le-53
le-53
le-53
le-53
le-53
le-53
le-53
le-53
5e-53
5e-53
5e-53
5e-53
2e-52
6e-52
6e-52
6e-52
6e-52
6e-52
Te-51
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lcl|Amplicon 690 non-redundant amplicon of 2 matches 196 7e-51
lcl|Amplicon 686 non-redundant amplicon of 2 matches 196 Te-51
lcl|Amplicon 683 non-redundant amplicon of 2 matches 196 7e-51
lcl|Amplicon 545 non-redundant amplicon of 12 matches 196 Te-51
lcl|Amplicon 321 non-redundant amplicon of 10 matches 196 Te-51
lcl|Amplicon 313 non-redundant amplicon of 7 matches 187 4e-48
lcl|Amplicon 314 non-redundant amplicon of 7 matches 187 4e-48
lcl|Amplicon 105 non-redundant amplicon of 183 matches 185 le-47
lcl|Amplicon 104 non-redundant amplicon of 168 matches 185 le-47
lcl|Amplicon 109 non-redundant amplicon of 45 matches 185 le-47
lcl|Amplicon 108 non-redundant amplicon of 45 matches 185 le-47
lcl|Amplicon 318 non-redundant amplicon of 5 matches 179 6e-46
lcl|Amplicon 457 non-redundant amplicon of 1 matches 170 3e-43
lcl|Amplicon 721 non-redundant amplicon of 10 matches 168 le-42
lcl|Amplicon 376 non-redundant amplicon of 3 matches 163 4e-41
lcl|Amplicon 722 non-redundant amplicon of 2 matches 163 4e-41
lcl|Amplicon 629 non-redundant amplicon of 1 matches 161 le-40
lcl|Amplicon 490 non-redundant amplicon of 1 matches 161 le-40
lcl|Amplicon 202 non-redundant amplicon of 22 matches 159 5e-40
lcl|Amplicon 373 non-redundant amplicon of 3 matches 156 6e-39
lcl|Amplicon 448 non-redundant amplicon of 4 matches 152 8e-38
lcl|Amplicon 602 non-redundant amplicon of 2 matches 152 8e-38
lcl|Amplicon 447 non-redundant amplicon of 4 matches 152 8e-38
lcl|Amplicon 23 non-redundant amplicon of 9 matches 150 3e-37
lcl|Amplicon 14 non-redundant amplicon of 22510 matches 149 9e-37
lcl|Amplicon 616 non-redundant amplicon of 4 matches 147 3e-36
lcl|Amplicon 734 non-redundant amplicon of 4 matches 147 3e-36
lcl|Amplicon 565 non-redundant amplicon of 4 matches 145 le-35
lcl|Amplicon 175 non-redundant amplicon of 134 matches 145 le-35
lcl|Amplicon 126 non-redundant amplicon of 778 matches 145 le-35
lcl|Amplicon 429 non-redundant amplicon of 8 matches 143 4e-35
lcl|Amplicon 672 non-redundant amplicon of 2 matches 143 4e-35
lcl|Amplicon 579 non-redundant amplicon of 2 matches 143 4e-35
lcl|Amplicon 511 non-redundant amplicon of 4 matches 143 4e-35
lcl|Amplicon 219 non-redundant amplicon of 10 matches 143 4e-35
lcl|Amplicon 466 non-redundant amplicon of 10 matches 143 4e-35
lcl|Amplicon 60 non-redundant amplicon of 14 matches 143 4e-35
lcl|Amplicon 59 non-redundant amplicon of 14 matches 143 4e-35
lcl|Amplicon 341 non-redundant amplicon of 6 matches 143 4e-35
lcl|Amplicon 44 non-redundant amplicon of 18 matches 143 4e-35
lcl|Amplicon 10 non-redundant amplicon of 5176 matches 143 4e-35
lcl|Amplicon 716 non-redundant amplicon of 2 matches 141 le-34
lcl|Amplicon 293 non-redundant amplicon of 6 matches 141 le-34
lcl|Amplicon 291 non-redundant amplicon of 6 matches 141 le-34
lcl|Amplicon 302 non-redundant amplicon of 42 matches 141 le-34
lcl|Amplicon 129 non-redundant amplicon of 9 matches 141 le-34
lcl|Amplicon 667 non-redundant amplicon of 28 matches 140 5e-34
lcl|Amplicon 461 non-redundant amplicon of 2 matches 140 5e-34
lcl|Amplicon 69 non-redundant amplicon of 12 matches 140 5e-34
lcl|Amplicon 374 non-redundant amplicon of 6 matches 140 5e-34
lcl|Amplicon 360 non-redundant amplicon of 12 matches 140 5e-34
lcl|Amplicon 330 non-redundant amplicon of 18 matches 140 5e-34
lcl|Amplicon 51 non-redundant amplicon of 1198 matches 140 5e-34
lcl|Amplicon 624 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 728 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 725 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 51 non-redundant amplicon of 1198 matches 140 5e-34
lcl|Amplicon 624 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 728 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 725 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 696 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 682 non-redundant amplicon of 2 matches 138 2e-33
lcl|Amplicon 679 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 657 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 595 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 538 non-redundant amplicon of 1 matches 138 2e-33
lcl|Amplicon 512 non-redundant amplicon of 2 matches 138 2e-33
lcl|Amplicon 92 non-redundant amplicon of 3 matches 138 2e-33
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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 597
lcl|Amplicon 11

lcl|Amplicon 470
lcl|Amplicon 361
lcl|Amplicon 408
lcl|Amplicon_ 759
lcl|Amplicon 719
lcl|Amplicon 717
lcl|Amplicon_ 705
lcl|Amplicon 704
lcl|Amplicon 701
lcl|Amplicon 688
lcl|Amplicon 684
lcl|Amplicon 680
lcl|Amplicon 676
lcl|Amplicon 660
lcl|Amplicon 151
lcl|Amplicon 515
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
lcl|Amplicon 658
lcl|Amplicon 762
lcl|Amplicon 729
lcl|Amplicon 726
lcl|Amplicon 708
lcl|Amplicon 702
lcl|Amplicon 689
lcl|Amplicon 685
lcl|Amplicon 677
lcl|Amplicon 663
lcl|Amplicon 632
lcl|Amplicon 596
lcl|Amplicon 539
lcl|Amplicon 81

lcl|Amplicon 412
lcl|Amplicon 334
lcl|Amplicon 19

lcl|Amplicon 308
lcl|Amplicon_ 743
lcl|Amplicon 334
lcl|Amplicon 19

lcl|Amplicon 308
lcl|Amplicon 743
lcl|Amplicon 625
lcl|Amplicon 506
lcl|Amplicon 462
lcl|Amplicon 121
lcl|Amplicon_ 738

non-redundant amplicon of 6 matches
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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 4e-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
>1lcl|Amplicon 47 non-redundant amplicon of 6422 matches

Length=195

Score = 352 bits (390), Expect = 4e-98

Identities = 195/195
Strand=Plus/Plus

(100%), Gaps 0/195 (0%)

Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Prrrrrerrreerrrrrrrrerrrrrerrrr e ettt e e

Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
Lrrrrrrrrrrerrrerrrrerrrreerrre et errrr e e

Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120

Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
Lrrrrrrrrreerrrerrrrerrrrrrrrrr et e rr et e

Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180

Query 7370 CACAATCCCACTATC 7384
FEETTEEET e

Sbjct 181 CACAATCCCACTATC 195

>1lcl|Amplicon 194 non-redundant amplicon of 40 matches

Length=195

Score 349 bits (386), Expect = 5e-97

Identities = 193/193
Strand=Plus/Plus

(100%), Gaps

0/193 (0%)

Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrrrerrrrrrrrererer et e e rrrr et ettt

Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60

Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd

Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CEErrrrrrrrrrrrrrerererererrrerrrrer e et et er et e et

Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120

Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CEErrrrrererrrrererererererrrerrrrrr e et et et e rrrr et

Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180

Query 7370 CACAATCCCACTA 7382
FIEEEETErrrrl

Sbjct 181 CACAATCCCACTA 193

>lcl|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
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Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PEEErrerr e et et err et et ettt ettt et el
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTA 7382
LIl
Sbjct 181 CACAATCCCACTA 193
>lcl|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
CErrrrrrrrerrerererererererrrerrrrerer et errrrrrrrrrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrrrrrerrrrererrrerererrrerrrrrrer ettt errrrrrrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FErrrrerrerrerrerrrrrerrerrerrerr et et crrrrr et rrrrrrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCCCCACTGACGTAAGGGATGACG
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
Length=195
Score = 347 bits (384), Expect = 2e-96
Identities 194/195 (99%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
LEotrrrrrrrrrrrrrerrrererrrrrerrrrrrrr et et et
Sbjct 1 GCCCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Frrrerrrrrerrerererererererrrerrrrerer et errrrrrrrrrrrrn
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Frrrerrrrrerrerererererererrrerrrrerer et errrrrrrrrrrrrn
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
LI e
Sbjct 181 CACAATCCCACTATC 195
>lcl|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
Frrrerrrrrerrerererererererrrerrrrerer et errrrrrrrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CEErrrrrererrrrererererererrrerrrrrr e et et et e rrrr et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CEErrrrrrrrrrrrrrerererererrrerrrrer e et et er et e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
L
Sbjct 181 CTCAATCCCACTATC 195
>lcl|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
FErrerrrrrerrerererererererrrerrrrerer ettt errrrr et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG

. aNAnA /1NC

I ANO \ ~ Y oA T AC /A0 \

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

60
7309

120
7369

180

7249

60
7309

120
7369

180

7249

60
7309

120
7369

180

7249

60
7309

120
7369

180

7249

60

28/03/2017 09:54



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

9 de 51

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CETrrrerr e et e et et et err ettt ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CEEErrerr et et err et ettt et et ettt ettt
Sbjct 121 CAACCACGTATTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FIEITEEEE e
Sbjct 181 CACAATCCCACTATC 195
FIEITEEEE e
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
PEErrerrrreerrrerr e et e e et et e e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrerrrrererrrrererererererrrr rrrrrrr et e errrrrrrrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATATGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|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
FErrrrrrrrerrrrererererererrrerrrrrrer e rrrr e et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrrrrrerrrrrrrrererererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrerrrererrererererer e rrerrrrerer et er et e rrrrrn
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATGGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
LIl
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
Frrrerrrrrerrerererererererrrerrrrerer et errrrrrrrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrrrerer rrererererererrrerrrrrrer ettt e et et
Sbjct 61 ACAGTGGTCCCAGAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CEErrrrrererrrrererererererrrerrrrrr e et et et e rrrr et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180 Query
7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
RN
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
CEErrrrrrrerrrrererererererrrerrrrer et et rrrr et
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Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerrerrr rerrerrerr ettt ettt rrrrenl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTTGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEETrrrrnd
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
PErrrrerrerrerrerrerrerrerrer et et ettt r el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAAGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PErrrrerrerrerrerrerrerr et errerr ettt et ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEErrrrrrrrerrrer e et et e et ettt e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEET
Sbjct 181 CACAATCCCACTATC 195
>lcl|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
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrrerrrrrerrerrerrerrerrerrerr et rerrer et rrr el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEEErrerrerr e e errerr et et er e ettt et et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrrrrerrrrrerrerrerrrrrerrerrerrerrerrrrrerrerrrrrer
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACCTTC 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 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
Frrrrrerrerrerrerrerrerrerrerrerr ettt ettt et rrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 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
I TR
Sbjct 181 CACTATCCCACTATC 195
>lcl|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
CEEErr e et et err et et ettt ettt ettt

28/03/2017 09:54



SequenceServer: Custom BLAST Server

11 de 51

Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CEErr rrrrerrrrerrrrrerererrrerrrrrrer et et et e e e rrrrrrrrnd
Sbjct 61 ACAGTTGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrrrrrerrrrererrrerererrrerrrrerrr et et e et rrrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEETrrrrnd
Sbjct 181 CACAATCCCACTATC 195
>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
Identities = 195/196 (99%), Gaps = 1/196 (1%) Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
PEErrrrrrreerrrerr e et et et et r et e e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCC-ACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
PErrrrrrrreerrrerrrr e e et e e et e et et r e
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
CErrrrrrrrerrerererererererrrerrrrrrer et errrrrrrrrrrrrnd
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FIETEETErrrrrrnd
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
FETErrerrrrrrrrrrrerrerr et e e ettt et r et et et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGG-AAAAAGAAGACGTT 7308
Crrrerrrrrerrerererererererrrerrrrerer et et rrrrrrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAARAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
CErrrrrrererrerererererererrrerrrrrrer et e e e et rrrrrrrrnd
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FIETEETErrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
>1lcl|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
CErrrrrrererrerererererererrrerrrrrrer et et er et et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrrrrrerrrrererererererrrerrrrer rerererrrrrrrrrrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATAACTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FIEEEETErrrrnd
Sbjct 181 AACAATCCCACTATC 195
>lcl|Amplicon 673 non-redundant amplicon of 4 matches Length=195
>lcl|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
CErrrrrrrrrrrrrrrererer e et e e e et rrrrrr trrrrrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
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FErrrrerrerrerrerrerrerr et ettt et ettt et r el
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEEErrerr e et et err et et ettt ettt et el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEETrrrrnd
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
FEErrrrrrrerrrrerrrrerrrreerrrrerrrerrrrrrrrrrer et el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATCTCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FEErrrrrrerrereerrerrerrerrrrerr e et e et et el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEETTErrnd
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
LEETrErrrr et e et et et r et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PErrrrrerrerrereerrerrerrerrer e e rerr terr et e rrrrrd
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCA-CGTGGAAAAAGAAGACGTTC 119
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEEErrerrerr e e et et et e ettt ettt
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 180 CACAATCCCACTATC 194
>1lcl|Amplicon 201 non-redundant amplicon of 182 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
FErrrrerrerrerrerrerrerrerrerrerr e terrerr et et rerrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrrerrrrrerrerrerrerrerrerrerr et et ettt e el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEEEEETErT
Sbjct 181 AACAATCCCACTATC 195
>1cl|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 7249
CEErrrerrrrr et e et et et et ettt ettt ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
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Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEEErrerr e et et err et et ettt ettt et el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCC-CACTAT 7383
FEETTEEE T
Sbjct 181 CACAATCCGCACTAT 195
>lcl|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 7249
FErrrrerrerrerrerrerrerrerrerrerrerrr terrer trrrrrrrrrrrrnl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FEErrrrrrrrerrrerrrrerrrre e ettt et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CEErrrrrrrrerrre et et e e e e e et e et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerr e rrerrerrerr et et et ettt ettt el
Sbjct 121 CAACCACGTCTTTAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEETTT
Sbjct 181 CACAATCCCACTATC 195
>1lcl|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 7249
FEErrrrrrrrrrrrerrrrerrrreerrrrerrrer rrrret terrr el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErreerrrrerrrt e et r e e et et et
Sbjct 61 ACAGTGGTCCCAAAGACGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrrrrerrerrerrerrerr et et ettt et ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEEErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 383 non-redundant amplicon of 18 matches
Length=195
Score = 338 bits (374), Expect = 9e-94
Identities = 192/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrerrerrerrerrerrerrerrerrerrerre terrer trrrrrrrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PErrrrerrerrerrerrerrerrerrerrerr e terrerr et et rrrrrrrenl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETErr el
Sbjct 181 CACAATCCCACTATC 195
>lcl|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%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrerrerrerrerrerrerrerrerrerrerrr terrer trrrrrerrer el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
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Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrrrrerrerrerrerr et errerr ettt et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEETrrrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|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 7249
LEorrrrrrrrerrrerrrrerrrrrerrrrrrrr e rrreer rrrrrrrrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEET
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 7253
CErrrrerrerrerrerrerrerrerrerrertr rrerrr e et rrrrrrrrnl
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCGACAG 64
Query 7254 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 7313
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt rrrrerrrnl
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 124
Query 7314 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA 7373
Frrrrrerrerrerrerrrrrerrerrerrerr ettt ettt e rrrrrnl
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA 184
Query 7374 ATCCCACTATC 7384
FETEETETTL]
Sbjct 185 ATCCCACTATC 195
>1lcl|Amplicon 789 non-redundant amplicon of 76 matches

Length=195

Score = 334 bits (370), Expect = 1e-92
Identities = 191/195 (98%), Gaps = 0/195 (0%)
Score = 334 bits (370), Expect = 1e-92

Identities = 191/195 (98%), Gaps = 0/195 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEotrrrrrrerrerer rererererrrerrrrerr crerer rrrrrrrrrrrrrn
Sbjct 1 GCACCTACAAATGCCATAATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
LI
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 577 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
CEotrrrrrrrrrerererererererrrerrrrere et et rrrrrrrrrrrrrnd
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Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrrrrerrerrerrerrerrerrerrr rerrrrrerrrrr et r el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACAAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrrrrerrerrerrerr et errerr ettt et ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEETrrrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|Amplicon 501 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
LEorrrrrrrrerrrerrrr e e rrrrrerrrer rrrrer rrrrrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGAAAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEETTT
Sbjct 181 CACAATCCCACTATC 195
Sbjct 181 CACAATCCCACTATC 195
>1lcl|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
CEorrrerrerrerrerrerrerrerrerrerrer rerrer trrrrrrrrrrrrnl
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGNCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt rrrrerrrnl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
Frrrrrerrerrerrerrrrrerrerrerrerr ettt ettt e rrrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
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
CEorrrerrrrrerrerrerrerrerrerrerrerrr terrer trrrrrrrrrrrrnl
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrrerrrrrerrerrerrerrerrerrerr et et ettt e el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PErrrrrrrerrerrrrrerrerrerrerret crrrrr ettt et et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTCATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>lcl|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
PErrrrrerrerr e e rrrerr ettt er ettt et et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 60

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

28/03/2017 09:54



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

16 de 51

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrrrrreerrrerrrrerrrrer rreerrr e et trrrrrer et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACGCACGAGGAGCA-CGTGGAAAAACAAGACGTTC 119
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PErrrrrrrrrerrrerrrrerrrr et r ettt ettt et e
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 180 CACAATCCCACTATC 194
>1lcl|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
LEorrrrrrreerrrerrrrerrrrrerrrrerrrer e e rrrrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrerrrreerrrerr e et r et r et e ettt r e e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerrerrerr et errerr et et ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEEErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|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
LEorrrrrrrrerrrerrrrerrrrrerrrrerrr e rereer reerrrer rrrrnd

Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCCCTGCCG 60

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrrrrrerrrrrrrrrrrerr e e et r et e e e e e e e

Sbjct 61 ACAGTGGTCCCARAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120

Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrrrererrerererererererrrerrrrrrer et e e e et rrrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
LIl
Sbjct 181 CACAATCCCACTATC 195
>1lcl|Amplicon 200 non-redundant amplicon of 112 matches
Length=195
Score = 334 bits (370), Expect = 1e-92
Identities = 190/193 (98%), Gaps = 0/193 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CEotrrrrrrrrrrrererererererrrerrrrerr crerer rrrrrrrrrrrrrnd
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CEErrrrrererrrrererererererrrerrrrrr e et et et e rrrr et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTA 7382
LIl
Sbjct 181 CACAATCCCACTA 193
>lcl|Amplicon 327 non-redundant amplicon of 12 matches
Length=195
Score = 334 bits (370), Expect = 1le-92
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Identities = 191/195 (98%), Gaps = 0/195 (0%)

Strand=Plus/Plus

Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
LErrreerrreerrrerrrrerrrrrerrreerrrer rereer e rrrrrrrr e

Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAAATGCCTCTGCCG 60

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrrrrrrrrrr e et et et ettt et e el

Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120

Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
Prrrrrerrrrerrrerrrrerrrrrerrrr et rerrrr et e e

Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180

Query 7370 CACAATCCCACTATC 7384
PEETTEEET

Sbjct 181 CACAATCCCACTATC 195

>1lcl|Amplicon 50 non-redundant amplicon of 308 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
CEErrr e e e e et e e e et rerrer trrerrrrrer

Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PErrrrerrerrerrerrerrerrerrerrerr et trrrrer et rrr el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEErrr e e et err et et et ettt ettt rrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
LI rrrrrnd
Sbjct 181 CACAATCCCACTATC 195
>1lcl|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
FEErrrrrrrrrrrrrrrr et e et [ [ FEETEEEE R
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
Crrrerrrererrerererererererrrerrrrere e e et rrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrerrrererrerererererererrrerrrrerer et et er et rrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAARAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrrrererrerererererererrrerrrr rerrr et e errrrr et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
LIl
Sbjct 181 CACAATCCCACTATC 195
>lcl|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
CEotrrrrrrerrerererererererrrerrrrere crerer et rrrrrrrr
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTGCC 60
Query 7249 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
CEErrrrrererrrrererererererrrerrrrrr e et et et e rrrr et
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FIETEEErrrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
>1lcl|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

oe

)
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Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAA-GGCCATCGTTGAAGATGCCTCTGCC 7248
CEorrrerrerrerrerrerrerrerrerreree ter rrrertr rrrrrrrrerrenl
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAAGGCTATCGTTCAAGATGCCTCTGCC 60
Query 7249 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
CErrrrerrrrrerrerrerrerr et errerr ettt et ettt
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
FEETTEEETr el
Sbjct 181 GCACAATCCCACTATC 196
>lcl|Amplicon 564 non-redundant amplicon of 4 matches Length=195
>1cl|Amplicon 564 non-redundant amplicon of 4 matches Length=195
Score = 331 bits (366), Expect = 1le-91
Identities = 190/195 (97%), Gaps = 0/195 (0%) Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrerrerrerrerrerrerrerrerrerrerrr ter e trrrrrrrrerrenl
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrerrerrerrerrerrerrerrer et et e rerr et el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCNCGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
LEErrrrrrrrerrrerrrr e e e e e et et r et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FEETTEEET
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
Lot rrrrrrrerrrerrrrerrrrrerrrrerrrer rereer reerrrr e

Sbjct 1 GCACCTACARAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGC-TCTGCCG 59

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
Ferrrrrrrrerrrrrrrrrrrerrrrrrr e et et r e e

Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 119

Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrrrererrerererererererrrerrrrrrer et et er et et
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 179
Query 7370 CACAATCCCACTATC 7384
FIEITEEEE e
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
CErrerrrererrerererererererrrerrrrerr e e et rrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
Crrrerrrrrerrerererererererrrerrrr rerrr e e errrrr et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
LI
Sbjct 181 CACAATCCCACTATC 195
Query 7370 CACAATCCCACTATC 7384
LI
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
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Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CETrrerrerrerrerrerrerrerrerrerr et rerrer rrrrrrrrrer il
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrerrerrerrerrerrerr et errerr et trerrerr ettt
Sbjct o6l ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrrrrererrrrererrrerererrrerrrrerer ettt e rrrrrrrrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
R
Sbjct 181 CACAATCCCACTATC 195
>1cl|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
PErrrerrrreerrrerrrrerrrrrerrrrerrrer e e rrrrrrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrrrrrerrrrererererererrrerrrrerer et e ererrrrrrrrrrerr |
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTCC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
PEErrrerrerrerrerr e et et et e ettt rrr el
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
CErrrrrrrrerrerrrrrererererrrerrrrerer et rerrrrrrrrrrrrrrrnd
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCAT-GTTGAAGATGCCTCTGCCG 59
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrrrrrrererrerererererererrrrrrrrerer et rerrrrrrr et
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCAT-GTGGAAAAAGAAGACGTTC 118
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
Crrrerrrrrerrerererererererrrerrrrererr rrrrrrrrrrrrrrrrrr
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCAT-GTGGAAAAAGAAGACGTTC 118
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
Crrrerrrererrerererererererrrerrrrerer e trrrrrrrrrrrrrrrrr
Sbjct 119 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCT-CACTGACGTAAGGGATGACG 177
Query 7370 CACAATCCCACTATC 7384
LI e
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 7249
CEotrrrrrrerrerererererererrrerrrrere e e rrrrrrrrrrrrn
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FEErrrrrrrrrrrrrrerrrer et et et et rr ettt e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGG-ATGAC 7368
CErrrrrrrrrrrrrrrererer e et e e errrrr et e et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGAATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FIETEEErrrrrrrnd
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
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Query 7194 CTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAG 7253
CErrrrrrrreerrrerrrr e e e e et rrrrrt e rr e
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCGACAG 64
Query 7254 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 7313
PErrrrrrrrrerrrerrrrerrrr et r ettt ettt et e
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC 124
Query 7314 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA 7373
CErrrrerrerrerrerrerrerrerrerrer rrrrrerrrrr et r el
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACGCACA 184
Query 7374 ATCCCACTATC 7384
FITEETETTT]
Sbjct 185 ATCCCACTATC 195
>1lcl|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
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
FErrrrerrerrerrerrerrerrerrerrerrerrr ter e trrrrrrrrerrenl

Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrrrrrerrrrrrrrrrrerrrrrerrrrrrrr eer et rrrr e

Sbjct 1 GCTCCTACARAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60

Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
LEETrErrrr et e et et et r et
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
LEErrrrrrrrerrrerrrr e e e e e et et r et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCAC 7380
FITEETETTL]
Sbjct 181 CACAATCCCAC 191
>lcl|Amplicon 670 non-redundant amplicon of 2 matches Length=195
Score = 325 bits (360), Expect = 6e-90
Identities = 190/195 (97%), Gaps = 1/195 (1%) Strand=Plus/Plus
Query 7191 CTCCTA-CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG 7249
CErrrr rrerrerrrrrerrerrerrerrerrerrr terrr trrrrrrrr e
Sbjct 1 CTCCTAGCAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
FErrrrerrerrerrerrerrerrerrerrerr e terrerrrrr ettt errrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
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 7249
CErrrer rrrrrrrrrrrrerrerrerrerr et rerrer trrrrrrrrrrrrnl
Sbjct 1 GCACCTACCAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTAAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEEErrerr e rerrerrerrerr et et ettt ettt rrrrrrrrnl
Sbjct 61 ACAGTGGTCCTAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrrrerrerrerrerrerrerrerrerrerrr terrerrerr et rrrrrrrrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
FETEETETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|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%)
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Strand=Plus/Plus

325 bits (360), Expect = 6e-90
= 191/197 (97%), Gaps = 2/197 (1%) Strand=Plus/Plus
GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGAT--GCCTCTGC

PEErrrrrrrerrrrrerrrreerrrrrerr e et eer e rerer e
GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTGCCTCTGC
CGACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGT
PErrrrrrrrrrrrrrerrrrrrrr e et e et e e e e e e e
CGACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGT
TCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGA
PErrrrrrrrrrrrrrrrrrrrerrrrrrrr e et rerr e e e e
TCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGA
CGCACAATCCCACTATC 7384

EEERRE RN RN RN

CGCACAATCCCACTATC 197

>1lcl|Amplicon 138 non-redundant amplicon of 132 matches

325 bits (360),

= 189/195 (97%),

6e-90
0/195

Expect =
Gaps = (0%)

GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrerrerrerrerrerrerrerrerrerrerrr rer e trrrrrrrrerrrnl
GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG
ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
LEETrErrrr et e et et et r et
ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
LEErrerrrreerrrerrrrerrrrrerrrr et et rrrrr e e e
CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACG
CACAATCCCACTATC 7384
FETEETEEErrrnd

CACAATCCCACTATC 195

>1lcl|Amplicon 125 non-redundant amplicon of 742 matches

325 bits (360), Expect = 6e-90

= 189/195 (97%), Gaps = 0/195 (0%) Strand=Plus/Plus
GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Crrrerrrererrerererererererrrerrrrere e e et rrrrrrnd
GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Frrrerrrrrerrerererererererrrerrrrerer et errrrrrrrrrrrrn
ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Crrrerrrrererrerererererererrrerrrr rerrr e e et rrrrrrrn
CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
CACAATCCCACTATC 7384

LI e

CACAATCCCACTATC 195

Score =
Identities
Query 7190
Sbjct 1
Query 7248
Sbjct o6l
Query 7308
Sbjct 121
Query 7368
Sbjct 181
Length=195
Score =
Identities
Strand=Plus/Plus
Query 7190
Sbjct 1
Query 7250
Sbjct 61
Query 7310
Sbjct 121
Query 7370
Sbjct 181
Length=195
Score =
Identities
Query 7190
Sbjct 1
Query 7250
Sbjct 61
Query 7310
Sbjct 121
Query 7370
Sbjct 181

>lcl|Amplicon 714 non-redundant amplicon of 2 matches

>lcl|Amplicon 714 non-redundant amplicon of 2 matches

324 bits (358), Expect = 2e-89

= 188/194 (97%), Gaps = 0/194 (0%) Strand=Plus/Plus
GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
FErrrrrrrrerrrrrrerer et et er et rrrrrr el LT
GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTGAAGATAAGCCTGCCG
ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FErrerrrrrerrerererrrerererrrerrrrerer ettt errrrrrrrrrrrrnd
ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrrrrererrrrererererererrrerrrr rerrr et e rrrrrr et
CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
CACAATCCCACTAT 7383
R

CACAATCCCACTAT 194

>lcl|Amplicon 630 non-redundant amplicon of 8 matches

Length=195
Score =
Identities

Query 7190

Sbjct 1

Query 7250

Sbjct 61

Query 7310

Sbjct 121

Query 7370

Sbjct 181

Length=195
Score =

324 bits (358), Expect = 2e-89

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result
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Identities = 188/194 (97%), Gaps = 0/194 (0%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CET e errerrerrerrerrerrerrerrr rerrer trrrrrerrer il
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PErrrerrrreerrrerrrrerrrrrerrrr ettt e et et e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
CErrrrerrerrerrerrerrerrerrerrr terrerr et et et r el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGAGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTAT 7383
PETEEIEETEET T
Sbjct 181 CACAATCCCACTAT 194
>1lcl|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
PEE e rerrrerrrrerrrrrerrrrrrrr e rerrer rrrrrrrrrrr e
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTACCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
CErrrrerrerrerrerrerrerrerrerrerrerr trerrerr et rrrrerrenl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
LEErrrrrrrrrrrrerrrrerrrrrerrrr e e trreerrr et e
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATTTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTAT 7383
PEErrerrrrrerrrerrrrerrrrrerrrr e et trre et et e et
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATTTCCACTGACGTAAGGGATGACG
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
FErrrerrrrrerrerrerrerrerrerrerrerrr rerrer rrrr rerrerr o1l
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTACC
Query 7249 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
FErrrrrrrerrereerrerrerrereer e e et rrrr et e
Sbjct 61 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTT
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
PETErr e e e et e et e r ettt ettt
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
Query 7369 GCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 GCACAATCCCACTATC 196
>1cl|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
CEorrrrrrrrrerrerrerrerrerrerrerrerrr rer e rrrrrrrrrer el
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTACCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PEErrrrrrerrereerrerrerrereer et e et et et el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PEEErr e e e e et e et ettt ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTA 7382
FETEETEETETT
Sbjct 181 CACAATCCCACTA 193
>lcl|Amplicon 328 non-redundant amplicon of 18 matches
Length=194
Score = 322 bits (356), Expect = 7e-89

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result
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Identities = 189/195 (97%), Gaps = 1/195 (1%) Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
FEorrrrrrrrrerrerrerrerrerre rerrerrr rerret et errrrrrrn
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAA-GGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FErrrrerrerrerrerrerrerrerrerrerrerrer rrrrr et rrr el
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCTACGTGGAAAAAGAAGACGTTC
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
LErrrerrrreerrrerrrrerrrrrerrrrerrrrer rrrrrrr et e
Sbjct 60 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCTACGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 120 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 180 CACAATCCCACTATC 194
>1cl|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
LEErrerrrrrerrrerrrrerrrrrerrrrrrrr e tereer rrrrrrrrrrr i
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTCCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PEErrrrrrrrerrrerrrr e e e e ettt ettt e e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
ot rrrerrerrerrerr ettt et et ettt rrrrrrrenl
Sbjct 121 C-ACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETEEE Trrnd
Sbjct 180 CACAATCCCTCTATC 194
>1lcl|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
Frrrrrerrerrerrerrerrerrerrerrerrerrr rer e rrrer e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Frrrrrerrerrerrerrerrerrerrerrerrerrr terrerr et rrrrrrrend
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGTATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
FErrrrerrerrerrerrerrerrerrerrerr e terrerrrrr ettt errrnl
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETETErrrnd
Sbjct 181 CACAATCCCACTATC 195
>1cl|Amplicon 760 non-redundant amplicon of 2 matches Length=196
Score = 318 bits (352), Expect = 9e-88
Identities = 189/196 (96%), Gaps = 1/196 (1%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CErrrrerrerrerrerrerrerrerrerrerrerrr rer e rrrer el
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Crrrrrerrerrerrerrerrerrerrerrerrerrr rer e rrrer e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEErrrerrerrerrerrerrerr et et ettt et ettt r ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTC-AAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
CEErrrerrerr e rerrerrerrerrerrerr et rrrrrr ettt rrrrrrrrnl
Sbjct 121 CAACCACGTCTTCAAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGAC
Query 7369 GCACAATCCCACTATC 7384
FETEETEET T
Sbjct 181 GCACAATCCCACTATC 196

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result
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>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 7250
PO e err e et err e e e e FITEETET
Sbjct 2 CTCTTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCGA 61
Query 7251 CAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCC 7310
PEErrrrrrreerrr et et e et et et e e
Sbjct 62 CAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCC 121
Query 7311 AACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGC 7370
PEErrrerrerr e e rrrerr et e et trrrr ettt et et
Sbjct 122 AACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACGC 181
Query 7371 ACAATCCCACTATC 7384
PETEEIEETEET T
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 7249
LEorrrrrrrrerrrerrrrerrrrrerrrrerrrer e et rrrrrrrrrrr e
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
PEErrrerrerrereerrerrerrereer et e ettt e et el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGG-ATGAC 7368
FETEET R rrr ettt ettt el FETEETEEr e el
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGAATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FEETTEEETT il
Sbjct 181 GCACAATCCCACTATC 196
>1lcl|Amplicon 317 non-redundant amplicon of 10 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 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGA-TGCCTCTGCC 7248
CEErrrrrrerrerererererererrrerrrrerr crerer et rrrrrer
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGAATGCCTCTACC 60
Query 7249 GACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT 7308
CErrrrrrrrrrererrer rererrr et et e erer rerrrrrr e
Sbjct 61 GACAGTGGTCCCAAAGATGTACCCCCACCCACGAGGAACATCGTGGAAAAAGAAGACGTT 120
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 7368
FErrrrrrrrererrererer e et et e e e r ettt
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC 180
Query 7369 GCACAATCCCACTATC 7384
FIEEEEErrrrrrrnd
Sbjct 181 GCACAATCCCACTATC 196
>lcl|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
Crrrerrrererrerererererererrrerrrrere crerer e rrrrrrrrrrn
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAAATGCCTCTGCCG 60
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC 7309
CErrerrrrrerrrerrrrr crerrr et e rrrrrrrrrererer et rrrrrrd
Sbjct 61 ACAGTGGTCCCAAAGATGGATCCCCACCCACGAGGAGCATCGTGGAAAAAGGAGACGTTC 120
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG 7369
CErrerrrererrerererererererrrr ot rerrr et et rrrr e rrrrrrnd
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATCTCACATCTCCACTGACGTAAGGGATGACG 180
Query 7370 CACAATCCCACTATC 7384
LI
Sbjct 181 CACAATCCCACTATC 195
>lcl|Amplicon 371 non-redundant amplicon of 6 matches Length=196
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Score = 316 bits (350), Expect = 3e-87
Identities = 190/196 (97%), Gaps = 3/196 (2%)
Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
CEorrrerrerrerrerrrrrerrerrerrerrerrr rerrer trrrrrrrrrrrrnl
Sbjct 1 GCACCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCGTTCAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
PEErrrrrrerrerrerrrrrerrerrerr et ettt ettt el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCC-ACTGACGTAAGGGATGAC
PEErrrerrerr e e errerr et e et e et trrrrr ettt
Sbjct 121 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCTACTGACGTAAGGGATGAC
Query 7369 GCAC-AATCCC-ACTA 7382
FEEE PR il
Sbjct 181 GCACTAATCCCTACTA 196
FEET FEErrr il
Sbjct 181 GCACTAATCCCTACTA 196
>lcl|Amplicon 766 non-redundant amplicon of 4 matches Length=195
Score = 315 bits (348), Expect = 1le-86
Identities = 185/192 (96%), Gaps = 0/192 (0%) Strand=Plus/Plus
Query 7193 CCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACA
FEorrrrrrerrerrerrerrerrerrrreerrr ter e rrrd FIEEEEEETd
Sbjct 4 CCCACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCGACA
Query 7253 GTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAA
PEErrrrrrr et e et e e e et ettt e et
Sbjct 64 GTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAA
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
PEErrrrrrrrerrrerrrrerrrrrerrer trrrerrrr et
Sbjct 124 CCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATC 7384
FITEETEETET
Sbjct 184 AATCCCACTATC 195
>lcl|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
PErrrrrrrerrerrrrrerrerr e e et e e rerrr rerr e
Sbjct 5 CTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATTCCTCTGCCGACAG
Query 7254 TGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
Frrrrrerrerrrrrerrerrerrerr rrerrerr et rrrr et r e
Sbjct 65 TGGTCCCAAAGATGGACCCCCACCCACTAGGAGCATCGTGGAAAAAGAAGACGTTCCAAC
Query 7314 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA
FETEETEE ettt et ey FEEEEEEEr et el
Sbjct 125 CACGTCTTCAAAGCAAGTGGATTGATGTGATACTTCCACTGACGTAAGGGATGACGCACA
Query 7374 ATCCCACTATC 7384
FETEETETTT]
Sbjct 185 ATCCCACTATC 195
>1cl|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
FETErr e e e e e e et e e et rri I
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCA--CCCACGA-GGAGCATCGTGGAAAAAGAAGACG
PETEETEET Rt FETEETE et ettt
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCCACCCCACGAAGGAGCATCGTGGAAAAAGAAGACG
Query 7307 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATG
CErrrrerrerrerrerrerrerrerrerrerr et terrrrr et rrrrrrrrnl
Sbijct 121 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATG
7307 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATG 7366
CErrrrerrerrerrerrerrerrerrerrerrerr e terrerr et rrrrrrrrnl
Sbjct 121 TTCCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATG
Query 7367 ACGCACAATCCCACTATC 7384
FETEEIEET Ty
Sbjct 181 ACGCACAATCCCACTATC 198
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>lcl|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
PEEE e e e et et et ettt I
Sbjct 1 GCTCTTACAAATGCCATCATGGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCC-CACCCACGAGGAGCATCGTGGAAAAAGAAGACGTT
PErrrrerrerrerrerrerrerr rrerrerrerrerrerrr terrrrrrrrrrrenl
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCCACCCACGAGGAGCATCGGGGAAAAAGAAGACGTT
Query 7309 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGAC
PErrrerrrreerrrerrrrerrrrr e e et et et et e
Sbjct 121 CCAACCACGTCTTCAAAGCAAGTGGATTGATGTGACATCTCCACTGACGTAAGGGATGAC
Query 7369 GCACAATCCCACTATC 7384
FEETTEEETr el
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
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCC-AAAGATGGACCCCCACCCACGAGGAGCATCGTGG-AAAAAGAAGACGT
PEErreerrr e rrrerrrr e rrrrerrrr e e et e et rrrrrr e
Sbjct 61 ACAGTGGTCCCAAAAGATGGANCCCCACCCACGAGGAGCATCGTGGAAAAAAGAAGACGT
Query 7308 TCCAA-CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACT-GACGTAAGGGAT
PEEEr rrrrrerrrerrrrerrrreerrreerrrerrrrre e e b
Sbjct 121 TCCAACCCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTNCCCTGGNCGT-ANGGAT
Query 7366 GACGCACAATCCC 7378
FETEETEETETT
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
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
FEErrrerrerrerrrrrerrerrerrerrerrerer rer rr rrrrd LI
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Frrrrrrrrerrerrerrerrerrrrrerrerrerrerrer ettt et e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FErrrrerrerrerrerrrrrerrerrerrerr ettt ettt e el
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTC-—————=—-=———————— AAAGCAAGTGGATTGATGTGATATCTCCAC
FETEETEETETT FEEEErrrrer e et trerrenl
Sbjct 121 CAACCACGTCTTCAAAACCGGGTGGCAGGTAAAGCAAGTGGATTGATGTGACATCTCCAC
Query 7353 TGACGTAAGGGATGACGCACAATCCCACTATC 7384
FETEETEEr ettt ety
Sbjct 181 TGACGTAAGGGATGACGCACAATCCCACTATC 212
>1lcl|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
PEEErr e e e e e et ettt et et et
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FEEErrrrrrrrerrerrerrerrrrrerrerrerr et ettt rrr e
Sbjct 61 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATC 7347
PETEET R et ettt et 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
FETEEr e et err ettt ettt
Sbjct 196 ATCTCCACTGACGTAAGGGATGACGCACAATCCCACTATC 235
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>lcl|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
FEErrrrrrerrerrerrerre rerrereerrerrr ter rrrerrrrrrrrer rl
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Forrrrerrrerrerrerrerrerrerrerr rrerrerre e rerrrrrerrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PEETTE T rrr et e N N N
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTGGATCCTCCAATGATGTCAAGGATGATG
Query 7370 CACAATCCCACTATCCTTCGCAAGACCCT 7398
CEETEErrr e et
Sbjct 181 TCAAATCCCACTATCCTTGCCAAGATCCT 209
>lcl|Amplicon 22 non-redundant amplicon of 18 matches Length=195
>1lcl|Amplicon 22 non-redundant amplicon of 18 matches Length=195
Score = 257 bits (284), Expect = 3e-69
Identities = 174/195 (89%), Gaps = 0/195 (0%) Strand=Plus/Plus
Query 7190 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCG
PErrrrerrerrerrerrerre rerrereerrerrr rer rrrerrrrrrrrer
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Lot errerrerrerrerrerrerr rrerrerre te rerrrrrrrrr e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PEETTE TP ettt et et FEEET Frrrer 1 rrrrrnrd
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTGGATCCTCCAATGACGTCAAGGATGACG
Query 7370 CACAATCCCACTATC 7384
R RERRREN
Sbjct 181 TCAAATCCCACTATC 195
>1lcl|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 N N I
Sbjct 1 GCTTCTACAAATGCCATCATTGCGATAAAAGAA-GGCTATCATTCAAGATCTCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FETEETEETE 1 FErerrerrerrereerr rrerr ettt et rerrrnl
Sbjct 60 ACAGTGGTCCAAAGAATGGACCCCCACCCACGAAGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
Forrrrrerrerrr rerrerrerrr reererre rerr rrrrrerrerr 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
FEErrrerrerrerrerrerrerrerrerrerrerrerr rerrrerrrrrrr e
Sbjct 1 GCTCCTACAAATGCCATCATTGCGATAAAGGAAAGGCCA-CGTTGAAGATGCCTCTGCCG
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
FITEETEETET Crrerrrrrerrerrrrrerrerrerrerr et et e e
Sbjct 60 ACAGTGGTCCCA--GATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PETEETEET Rl FETEETEErrrr el
Sbjct 118 CAACCACGTCTTCAAAG-———=————=—=————————————~— CCACTGACGTAAGGGATGACG
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Query 7370 CACAATCCCACTATC 7384
FETEETEETErrrnd
Sbjct 156 CACAATCCCACTATC 170

e e o =~ o -~
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>lcl|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
PEErrrrrrrrrrreerrrr e rrrrrrererrr et e e rrrrr e 1l
Sbjct 1 GCTCCTACAAATGCCATCATTGTGATAAAGGAAAGGCTATCATTGAAGATGCCTCTACCT
Query 7250 ACAGTGGTCCCAAAGATGGACCCCCACCCACGAGGAGCATCGTGGAAAAAGAAGACGTTC
Lorrrrrrrrrreerrrrrrrrrrrrrrer cerrrrr et rrrrrrrrr e e
Sbjct 61 ATAGTGGTCCCAAAGATGGACCCCCACCCATGAGGAGCATGGTAGAAAAAGAAGATGTTC
Query 7310 CAACCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACG
PEErrE trrrrrr et e N RN R
Sbjct 121 CAACCATGTCTTCAAAGCAAGTGGATTGATGTGGATCCTCCAATGATGTCAAGGATGATG
Query 7370 CACAATCCCACTATC 7384
RN RRREN
Sbjct 181 TCAAATCCCACTATC 195
>1cl|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
FEEErrrrrrrrrrrrr e e e e e e e el
Sbjct 38 CCATTGCCCAGCTATCTGTCACTTTATTGTGAAGATAGTGGAAAAGGAAGGTGGCTCCTA
Query 7197 CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAGTGG
Prrrrrerrreerrrrrrrrerrrrrerrrr e ettt e e
Sbjct 98 CAAATGCCATCATTGCGATAAAGGAAAGGCCATCGTTGAAGATGCCTCTGCCGACAGTGG
Query 7257 TCCCAAAGATGGA 7269
FEETTEEETTETd
Sbjct 158 TCCCAAAGATGGA 170
>1lcl|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
FEEErrrrrrrrrrr e e e e e e e e el
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Lrrrrerrrreerrrerrrrerrrrrrrrrr ettt et e
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 GGA 7435
1]
Sbjct 121 GGA 123
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
Lrrrrrerrreerrrerrrrerrrrrerrrr et et et e
Sbjct 2 CACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACA
Query 7374 ATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAG
LErrrrerrreerrrerrrr e e e e e et et rrrr e e e
Sbjct 62 ATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAG
Query 7434 GA 7435
\
Sbjct 122 GA 123
>1cl|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
CEErrrrrrrerrrrererererererrrerrrrer et et rrrr et
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
FErrrrrrrrrrrrerrrrererer et e errrrrrrrer et e
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
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Query 7433 GG 7434
I
Sbjct 121 GG 122
>1lcl|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
PEErrrerrrrerrrerrrr e et e et et ettt ettt el
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 GG 7434
\
Sbjct 121 GG 122
>1cl|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
Score = 221 bits (244), Expect = 2e-58
Identities = 122/122 (100%), Gaps = 0/122 (0%) Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
PEErrrerrrrr e et err et ettt ettt ettt rrrrrnl
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
FErrrrrrrrerrrerrrrerer et e et et e rrrrrrrrrer et
Sbijct 6l AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 GG 7434
\
Sbjct 121 GG 122
>lcl|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
FErrrrrrrrerrrrererererererrrrrrrrrrrr et et et
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
FErrerrrererrerererererererrrerrrrerer et et er et rrrrrrrrnd
Sbijct 6l AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 GG 7434
\
Sbjct 121 GG 122
>lcl|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
CErrrrrrererrerererererererrrerrrrrrer et et er et et
Sbjct 3 ACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCACAA
Query 7375 TCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAGG
CEErrrrrrrrrrrrrrerererererrrerrrrer e et et er et e et
Sbjct 63 TCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGAGG
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
FErrerrrrrerrerererererererrrerrrrerer ettt errrrr et
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
FErrerrrrrerrerererererererrrerrrrerer ettt errrrr et
Sbijct 6l AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
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Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
CETrrrerr e et e et et et err ettt ettt ettt
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 G 7433
\
Sbjct 121 G 121
>lcl|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
PEErrrrrrreerrrerr e et et e ettt r et e
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
PEErrrrrrreerrrerr e ettt et et et r et e
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 G 7433
\
Sbjct 121 G 121
>lcl|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
LEETrErrrr et e et et et r et
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
LEETrErrrr et e et et et r et
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 G 7433
\
Sbjct 121 G 121
>lcl|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
FErrrrerrerrerrerr et et et err ettt et ettt ettt
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
FEErrrrrrerrereerrerrerrerrererrrrrrrrrrrrerr trrr e el
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTGATTTCATTTGGAGA
Query 7433 GGA 7435
1]
Sbjct 121 GGA 123
Sbjct 121 GGA 123
>1lcl|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
PEEErr e e e et et et et et ettt et et
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCCCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
CErrrrrerrrrrerrerrerrerrerrerrerr et et ettt e el
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 GGA 7435
[
Sbjct 121 GGA 123
>1cl|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
CErrrrerr rrerrerrerrerrrrrerrerr et et ettt
Sbjct 1 CCACGTCTTTAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA

PErrrrrrrrrrrrrrrrrrrrerr e et e et et e e e
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
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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
Identities = 122/123 (99%), Gaps = 0/123 (0%)
Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
PEEErerrrr et errrr e ettt ettt e e
Sbjct 1 CCACGTCTTCTAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
FErrrrerrerrerrerrerrerr et errerr et et ettt rrrrrrrrnl
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 GGA 7435
1]
Sbjct 121 GGA 123
>1lcl|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
Identities = 122/123 (99%), Gaps = 0/123 (0%) Strand=Plus/Plus
Query 7313 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
FEErrerrrrrrrrrer e et e e et et r et e |
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATTGATGTGATATCTCCACTGACGTAAGGGATGACGCTC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
CErrrrerrerrerrerrerrerrerrerrerr ettt ettt ettt
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
Query 7433 GGA 7435
[
Sbjct 121 GGA 123
>1lcl|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
CErrrrerrerrerrerrerrer et err ettt et ettt
Sbjct 1 CCACGTCTTCAAAGCAAGTGGATGGATGTGATATCTCCACTGACGTAAGGGATGACGCAC
Query 7373 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
PEErrrrrrerrereerrerrerrereererr e et et et el
Sbjct 61 AATCCCACTATCCTTCGCAAGACCCTTCCTCTATATAAGGAAGTTCATTTCATTTGGAGA
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=tE9 Pisum sativum - X00806.1

Length=2351
*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: 223591460

Query=tmas Agrobacterium tumefaciens - CP011249.1
Length=5537
**%%% 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: 524548195

7372

60
7432

120

7372

60
7432

120

7372

60
7432

120

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

28/03/2017 09:54



SequenceServer: Custom BLAST Server

32 de 51

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

Query= Tnos Oryza sativa Indica Group - EU880444.1

Length=258

Sequences producing significant alignments:

lcl|Amplicon 4
lcl|Amplicon 223
lcl|Amplicon_ 749
lcl|Amplicon 653
lcl|Amplicon 626
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 0
lcl|Amplicon 648
lcl|Amplicon 224
lcl|Amplicon 614
lcl|Amplicon 519
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 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

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

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

non-redundant amplicon of 24874 matches

of 24 matches
of 4 matches
of 2 matches
of 2 matches
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
matches
matches
matches

of
of
of
of
of
of
of

8 matches
4 matches
10 matches
38 matches
2 matches
12 matches
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

18 matches
2 matches
4 matches
34 matches
26 matches

of
of
of
of
of

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

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

non-redundant amplicon of 12684 matches

of
of
of
of

4 matches
12 matches
2 matches
1 matches
of 4 matches
of 12 matches
of 2 matches
of matches
of matches
of matches
of matches
of 6 matches
of 12 matches
of 48 matches

o w o

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

amplicon

non-redundant amplicon
non-redundant amplicon
non-redundant amplicon

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

Score
(Bits)
325
322
320
320
320
320
320
320
320
320
320
320
320
320
320
320
320
320
320
318
316
316
316
316
316
316
316
316
315
311
311
309
298
275
248
214
210
210
208
208
210
210
208
208
208
208
208
208
208
208
208
206
206
206
205
205
205
205
205
203
199
199
190
188

E

Value

2e-91
2e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
8e-90
3e-89
le-88
le-88
le-88
le-88
le-88
le-88
le-88
le-88
3e-88
4e-87
4e-87
le-86
3e-83
3e-76
4e-68
8e-58
le-56
le-56
4e-56
4e-56
le-56
le-56
4e-56
4e-56
4e-56
4e-56
4e-56
4e-56
4e-56
4e-56
4e-56
le-55
le-55
le-55
4e-55
4e-55
4e-55
4e-55
4e-55
2e-54
2e-53
2e-53
le-50
3e-50
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lcl|Amplicon 582 non-redundant amplicon of 1 matches 183
lcl|Amplicon 1 non-redundant amplicon of 25856 matches 152
lcl|Amplicon 229 non-redundant amplicon of 16 matches 150
lcl|Amplicon 750 non-redundant amplicon of 4 matches 147
lcl|Amplicon 520 non-redundant amplicon of 2 matches 147
lcl|Amplicon 398 non-redundant amplicon of 12 matches 147
lcl|Amplicon 427 non-redundant amplicon of 24 matches 147
lcl|Amplicon 405 non-redundant amplicon of 96 matches 147
lcl|Amplicon 527 non-redundant amplicon of 8 matches 143
lcl|Amplicon 474 non-redundant amplicon of 2 matches 143
lcl|Amplicon 337 non-redundant amplicon of 10 matches 143
lcl|Amplicon 39 non-redundant amplicon of 98 matches 143
lcl|Amplicon 488 non-redundant amplicon of 2 matches 140
lcl|Amplicon 523 non-redundant amplicon of 4 matches 138
lcl|Amplicon 494 non-redundant amplicon of 2 matches 131
lcl|Amplicon 2 non-redundant amplicon of 12842 matches 125
lcl|Amplicon 95 non-redundant amplicon of 18 matches 122
lcl|Amplicon 225 non-redundant amplicon of 12 matches 122
lcl|Amplicon 655 non-redundant amplicon of 2 matches 120
lcl|Amplicon 609 non-redundant amplicon of 5 matches 120
lcl|Amplicon 475 non-redundant amplicon of 1 matches 120
lcl|Amplicon 418 non-redundant amplicon of 3 matches 120
lcl|Amplicon 230 non-redundant amplicon of 8 matches 120
lcl|Amplicon 406 non-redundant amplicon of 48 matches 120
lcl|Amplicon 399 non-redundant amplicon of 6 matches 120
lcl|Amplicon 54 non-redundant amplicon of 120 matches 120
lcl|Amplicon 420 non-redundant amplicon of 7 matches 120
lcl|Amplicon 528 non-redundant amplicon of 4 matches 118
lcl|Amplicon 390 non-redundant amplicon of 5 matches 116
lcl|Amplicon 271 non-redundant amplicon of 17 matches 113
lcl|Amplicon 199 non-redundant amplicon of 4 matches 78.8
>1lcl|Amplicon 4 non-redundant amplicon of 24874 matches
Length=180
Score = 325 bits (360), Expect = 2e-91
Identities = 180/180 (100%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
Crrrrrrrrrrrrrrrrrrre et e e ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
Crrrrrrrrrrrrrrrrrrre et e rrr ettt e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
Frrrrrrrrrrrrrrrrrrrrrrrrerrrr e et et e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
Frrrrrrrrrrrrrrrrrrrerrrrerrrr e ettt e e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 223 non-redundant amplicon of 24 matches
Length=180
Score = 322 bits (356), Expect = 2e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrrrrrrrrrrrrrrr et et r ettt e e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrrrrrrrrrrrrrrr et et r ettt e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
Frrrrrrrrrrrrrrrrrreerrrrerrrrerrrrerrrr et rrrrrrrrrr e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATANCGCGCAAACTAGGATAA 180
>1lcl|Amplicon 749 non-redundant amplicon of 4 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98

FErrrrrrrrrrrrerrre e e ettt r e

le-48
2e-39

8e-39
le-37
le-37
le-37
le-37
le-37
le-36
le-36
le-36
le-36
2e-35
5e-35

8e-33
3e-31
4e-30

4e-30
le-29
le-29
le-29
le-29
le-29
le-29
le-29
le-29
le-29
5e-29

2e-28
2e=-271

4e-17
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Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
CErrrrerrerrerrereerrerrerrerrrrrerrer e trrrrerr et rrrrre
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGGTGGGTTTTTATGATTAGAGT
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>lcl|Amplicon 653 non-redundant amplicon of 2 matches Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CErrrrerrerrererrrerrrrrrr e et ettt e et e e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
CErrrrerrereerrereerrerrerrerrrrrrrrerrer ettt e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
CErrrrrrr e rrrrr et e e e e e e et trrrr e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCTCGCAAACTAGGATAA
>lcl|Amplicon 626 non-redundant amplicon of 2 matches
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCTCGCAAACTAGGATAA
>1lcl|Amplicon 626 non-redundant amplicon of 2 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CEErrrrrr e rrrr e et et rrrrre e et terrrrr el
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTCTTGAATTACGTTAAGCA
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
CEErrerrr et ettt e e et r et et el
Sbjct ol TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
CErrrrerrerrerrereerrerrerrerrrrrerrereerrerrerr et rrrrrnd
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>1lcl|Amplicon 391 non-redundant amplicon of 10 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CErrrrerrerrertr reerrerrerrerrrr et et rerrerrrrrrrrrnd
Sbjct 1 GAATCCTGTTGCCGGACTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt e rrrrre
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
Crrrrrerrereerrereerrerrerrerrrrrerrer ettt e e e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>1cl|Amplicon 264 non-redundant amplicon of 80 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et et rrrrr
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
PEErrrrrrerrerrerrerrerrrrrereerrerrerrer et et r el
Sbjct 61 CGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>lcl|Amplicon 613 non-redundant amplicon of 4 matches Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt ettt e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
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Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
FErrrrerrereerrererrrrrerr e et trrrr e e e e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATCTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrerrrrrerrereerrerrerrer e ettt et e et
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 518 non-redundant amplicon of 2 matches Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrrrr et e et e et et r et e et r e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrrrrrrrrrrrrrr et e et e e et r et ert rrrrrrrrd
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTACGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrerrrererrrrrrrrer e e e errrrrr ettt e e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 508 non-redundant amplicon of 4 matches Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrrrrrrrerrereerrerrrrrer e et rrr e et e et
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTGAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrrrererrrrrrrr et e erererrrrrrrr ettt e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1lcl|Amplicon 507 non-redundant amplicon of 4 matches Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrrrererrrrrrrrer et e errrerrrrrrrrr et e r e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTCCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrrrererrrrrrrrrr e e e errrrrrrr ettt r e
Sbijct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120 Query
99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CEErrrrrererrrrrrrrrr e et et er ettt e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 416 non-redundant amplicon of 6 matches Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrrrererrrrrrrrrr e e e errrrrr ettt e
Sbijct GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrrrererrrrrrrr e et et er e errrrrr et e e e rrrrnd
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTGGGATAA 180
>lcl|Amplicon 409 non-redundant amplicon of 16 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrrrererrrrrrrrrr e ererrrrrrrr et et er e e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTGAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrrrererrrrrrrrrrrr et er ettt
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
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Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErerrerrerrerrereerrerrerrerrrr et ettt ettt rrrrrnd
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1lcl|Amplicon 396 non-redundant amplicon of 12 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrrrrrrrrrrrrrrr et e et et re e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGACT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrrrr et et e e ettt et
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1cl|Amplicon 227 non-redundant amplicon of 16 matches
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1lcl|Amplicon 227 non-redundant amplicon of 16 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbijct GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrerrerrerrereerrerrerrerrrrrerrereerrerrerr et rrrrrnd
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CEErrrrrr et et e e e et et et e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAGAATATAGCGCGCAAACTAGGATAA 180
>1lcl|Amplicon 403 non-redundant amplicon of 96 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
Crrrrrerrereerrereerrerrerrerrrrrerrer ettt e e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
Crrrrrerrerrerrereerrerrerrerrr rerrerrrrrrrr et e e e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAGACAAAATATAGCGCGCAAACTAGGATAA 180
>1cl|Amplicon 52 non-redundant amplicon of 218 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et et rrrrr
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrerrerrerrereerrerrerrerrrrrerrereerrerrerrer rrrrrrren
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAACCTAGGATAA 180
>lcl|Amplicon 419 non-redundant amplicon of 14 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 177/177 (100%), Gaps = 0/177 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
Identities = 177/177 (100%), Gaps = 0/177 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErerrerrerrerrereerrerrerrerrrr et ettt et rrrrrnd
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
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Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrrrr e rrrrr et et r et et e r e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGA 215
CEErrrrrr e et e ettt r ettt e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGA 177
>1lcl|Amplicon 27 non-redundant amplicon of 324 matches
Length=180
Score = 320 bits (354), Expect = 8e-90
Identities = 179/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrerrererrrerrrrrrr et et rerrr e e e e
Sbjct GAATCCTGTTGCCGGTCTTGCGATGATTATCATCTAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrerrereerrereerrerrerrererr ettt et ettt
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
FEErrrrrrrrrrrrrr et r et e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 525 non-redundant amplicon of 8 matches
Length=181
Score = 318 bits (352), Expect = 3e-89
Identities = 180/181 (99%), Gaps = 1/181 (1%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrerrerrerrereerrerrerrerrrrrerrereerrerrerr et rrrrrnd
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATA-CGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA 217
Crrrrrrrrrrrrrrrrrrre trr et e e et e et e
Sbjct 121 CCCGCAATTATACATTTAATACCGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA 180
Query 218 A 218
|
Sbjct 181 A 181
>1lcl|Amplicon 646 non-redundant amplicon of 4 matches Length=179
Score = 316 bits (350), Expect = 1e-88
Identities = 179/180 (99%), Gaps = 1/180 (1%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
Crrrrrerrrreerrereerrerrer e ettt e e e e e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrrrrerrereerrerrerrererr et et ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
Crrrrrerrerrerrereerrerrerrerrrrrerrereerrer rrrrrrrrrrrrre
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGG-TTTTATGATTAGAGT 119
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
Crrrrrerrereerrereerrerrerrerrrrrerrer ettt e e e
Sbjct 120 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 179
>1cl|Amplicon 607 non-redundant amplicon of 10 matches
Length=180
Score = 316 bits (350), Expect = 1e-88
Identities = 178/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et et rrrrr
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
Crrrrrerrerrerrereerrerrerrerr rrerrerrrrrrrr et e e e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTGTTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrerrrrrererrerrrr terrrr e et et e e e e e
Sbjct 121 CCCGCAATTATACATTTAATACACGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1cl|Amplicon 499 non-redundant amplicon of 38 matches
Length=179
Score = 316 bits (350), Expect = 1le-88
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Identities = 179/180 (99%), Gaps = 1/180 (1%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrrrrerrereerrrrrerrerrrr ettt et e trrrr e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGA-TTACGTTAAGCA 59
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CEErrrrrr et e et et e et r ettt e e
Sbjct 60 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 119
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et rrrrrnd
Sbjct 120 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 179
>lcl|Amplicon 473 non-redundant amplicon of 2 matches
Length=180
Score = 316 bits (350), Expect = 1e-88
Identities = 178/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt rrrrrrrrnd
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrerrerrerrereerrerrerrer rrrerrer ettt et e rrrrren
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CEErrerr rerrr et e e e et r e
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CEErrerr rerrrr ettt e e e e et e e
Sbjct 121 CCCGCAATAATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>1cl|Amplicon 284 non-redundant amplicon of 12 matches
Length=180
Score = 316 bits (350), Expect = 1e-88
Identities = 178/180 (99%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CEErrrrrr et ettt et e e et et el
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrerrerrerrereerrerrerrerrrrrerrer et et et rrrrrnd
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrerrerrerrereerrerrerrerrrrrerrereer rrrerrerrer e
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATGGCGCGCAAACTGGGATAA 180
>1lcl|Amplicon 425 non-redundant amplicon of 24 matches
Length=180
Score = 316 bits (350), Expect = 1le-88
Identities = 178/180 (99%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
Crrrrrerrereerrereerrerrerrerrrrrerrer ettt e e e
Sbijct GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
Lottt errerrereerrerrerrer rrrerrerrrrrrrrerr et rrrrrnd
Sbjct 61 TGAAATAATTAACATGTAATGCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 180
>lcl|Amplicon 37 non-redundant amplicon of 98 matches
Length=179
Score = 316 bits (350), Expect = 1e-88
Identities = 179/180 (99%), Gaps = 1/180 (1%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
CErrrrerrrrrerrereerrerrerrerrrr et ettt et rrrrrnd
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
CErrrrerrerrerrerrrrrrrrrr e e e e e e e er e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTT-TGATTAGAGT 119
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
CErrrrerrereerrereerrerrerrerrrrrrrrer ettt
Sbjct 120 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 179
>1lcl|Amplicon 76 non-redundant amplicon of 14 matches Length=179
Score = 316 bits (350), Expect = 1e-88
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>lcl|Amplicon 76 non-redundant amplicon of 14 matches Length=179
Score = 316 bits (350), Expect = 1le-88
Identities = 179/180 (99%), Gaps = 1/180 (1%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CErrrrrrererrrrrrrr e e et e et ettt ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
CErrrrrrererrrrrrrrrr e e e et et r e
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTA-TTATGAGATGGGTTTTTATGATTAGAGT
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
CErrrrrrr et e et e et et r et e et r e
Sbjct 120 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>lcl|Amplicon 329 non-redundant amplicon of 18 matches
Length=179
Score = 315 bits (348), Expect = 3e-88
Identities = 177/179 (99%), Gaps = 0/179 (0%) Strand=Plus/Plus
Query 40 AATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCAT
Crrrrrrrrrrrrrrer rrrrrr e et et r e e e e e
Sbjct 1 AATCCTGTTGCCGGTCTGTCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCAT
Query 100 GTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTC
CErrerrrererrrrrrrrer et e e errrrrr ettt e et
Sbjct 61 GTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTC
Query 160 CCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
CErrrrrrererrrrrrrrrrer e e et e ettt e
Sbjct 121 CCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>1cl|Amplicon 578 non-redundant amplicon of 2 matches
Length=180
Score = 311 bits (344), Expect = 4e-87
Identities = 179/181 (99%), Gaps = 2/181 (1%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATA-ATTTCTGTTGAATTACGTTAAGC
CErrrrerrrrrerrereerrerrerrerrrrrerr reerrrrrer trrrr e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATATATTTCTGTTG-ATTACGTTAAGC
Query 98 ATGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAG
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 60 ATGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAG
Query 158 TCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 120 TCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA
Query 218 A 218
|
Sbjct 180 A 180
>1lcl|Amplicon 521 non-redundant amplicon of 4 matches Length=180
Score = 311 bits (344), Expect = 4e-87
Identities = 177/180 (98%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Score = 311 bits (344), Expect = 4e-87
Identities = 177/180 (98%), Gaps = 0/180 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CErrrrrrererrerrrrrer e e e e et errrr ettt e
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
CErrrrrrrrerrrrrrrrerer et e et e rrrrr et |
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTACACT
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
CEE et et et et rrrrr e et
Sbjct 121 CCCCCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA
>1cl|Amplicon 269 non-redundant amplicon of 34 matches
Length=179
Score = 309 bits (342), Expect = 1le-86
Identities = 176/179 (98%), Gaps = 0/179 (0%) Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
CEErrrrr et ettt e er ettt e et
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
CEErrrrr et ettt e er ettt e et
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATA
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FEETEErrr et e e et FEEETTEErrr et
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATTATGCGCGCAAACTAGGATA 179
>lcl|Amplicon 310 non-redundant amplicon of 26 matches
Length=180
Score = 298 bits (330), Expect = 3e-83
Identities = 174/180 (97%), Gaps = 0/180 (0%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
FEErrrrrr ettt et et r et e e 1]
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGAATTGCA 60
Query 99 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 158
Crrrrrrrrrrrrrrrrrrrerrrr e e e e ettt
Sbjct 61 TGTAATAATTAACATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGT 120
Query 159 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
Crrrrrrrrrrrrrrrrrrrerrrrerrrrerrrrrrrrrr et rrrrrrrr rrd
Sbjct 121 CCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAACTACCATAA 180
>1lcl|Amplicon 94 non-redundant amplicon of 12 matches Length=186
Score = 275 bits (304), Expect = 3e-76
Identities = 178/186 (96%), Gaps = 7/186 (4%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
Crrrrrrrrrrrrrrrrrrrerrrreerrr e ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99 TGTAATAATT-AACATGTAATGCATGACGTTATTTATGAGAT-GGGTTTTTATGATT-AG 155
CEEEErrrrr rrrrrrr et e e e ettt trrrr et |
Sbjct 61 TGTAATAATTAAACATGTAATGCATGACGTTATTTATGAGATGGGGTTTTTATGATTAAG 120
Query 99 TGTAATAATT-AACATGTAATGCATGACGTTATTTATGAGAT-GGGTTTTTATGATT-AG 155
CEEEErrrrr rrrrrr e e e e trrrr et
Sbjct 61 TGTAATAATTAAACATGTAATGCATGACGTTATTTATGAGATGGGGTTTTTATGATTAAG 120
Query 156 AGT-CCCGCAATTATACA-TTTAATACGCGATAG-AAAACAAAATATAGCGCGCAAACT- 211
LErrrrrrrrrrrreer reerrrerrrrerrr rerrrrrrrrr e e e
Sbjct 121 AGTCCCCGCAATTATACATTTTAATACGCGATAGAAAAACAAAATATAGCGCCCAAACTA 180
Query 212 AGGATA 217
RN
Sbjct 181 AGGATA 186
>lcl|Amplicon 320 non-redundant amplicon of 22 matches
Length=220
Score = 248 bits (274), Expect = 4e-68
Identities = 180/220 (82%), Gaps = 40/220 (18%)
Strand=Plus/Plus
Query 39 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 98
Crrrrrrrrrrrrrrrrrrre et e e ettt
Sbjct 1 GAATCCTGTTGCCGGTCTTGCGATGATTATCATATAATTTCTGTTGAATTACGTTAAGCA 60
Query 99  TGTAATAATTAACATGTAATGCA=-————————— - m o 121
FEETEEErr e
Sbjct 61 TGTAATAATTAACATGTAATGCACAGATAGGCCTAACGCTTGTCCAAGATCTATTCAGGT 120
Query 122 -——-TGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
Frrrrerrrerrrrerrrrrerrrrrrrrr ettt e rrrr
Sbjct 121 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 180
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 218
FEEErErrr et r e et r el
Sbjct 181 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAA 220
>lcl|Amplicon 0 non-redundant amplicon of 12684 matches

Length=118
Score = 214 bits (236), Expect = 8e-58
Identities = 118/118 (100%), Gaps = 0/118 (0%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT
CErrrrrrrrrrrererer et errrerrrrer et et e e e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60

Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrrrrerrerrerrerrerrerr ettt et ettt
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 648 non-redundant amplicon of 4 matches Length=118
Score = 210 bits (232), Expect = le-56
Identities = 116/116 (100%), Gaps = 0/116 (0%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErerrerrerrerrereerrerrerrerrrr et ettt et rrrrrnd
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Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTG 234
Crrerrerrerrerrerrer e ettt et e e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTG 116
Sbjct o6l ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTG 116
>lcl|Amplicon 224 non-redundant amplicon of 12 matches
Length=118
Score = 210 bits (232), Expect = le-56
Identities = 117/118 (99%), Gaps = 0/118 (0%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrrrr et et e e ettt et
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrrrrrrrrrreerrrer treerrr e et et e e
Sbjct 61 ACGCGATAGAAAACAAAATATANCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 614 non-redundant amplicon of 2 matches Length=118
Score = 208 bits (230), Expect = 4e-56
Identities = 117/118 (99%), Gaps = 0/118 (0%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrrrr et rrrrrrr et e e r et e e
Sbjct 1 GCATGACGTTATCTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CEErrrrrr et e et et e et et e e
Sbjct o6l ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 519 non-redundant amplicon of 1 matches
Length=118
Score = 208 bits (230), Expect = 4e-56
Identities = 117/118 (99%), Gaps = 0/118 (0%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErerrerrereerrereerrrrrrrerrr rerrerr e e e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTACGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrerrerrerrerrerrerrerr et ettt ettt e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 272 non-redundant amplicon of 5 matches
Length=118
Score = 208 bits (230), Expect = 4e-56
Identities = 115/115 (100%), Gaps = 0/115 (0%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrerrerrerrereerrerrerrerrrr et ettt e rrrrrnd
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGT 233
Crrrrrrrrerrerrerrerrrrrerr et et ettt et
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGT 115
>lcl|Amplicon 417 non-redundant amplicon of 3 matches Length=118
>lcl|Amplicon 417 non-redundant amplicon of 3 matches Length=118
Score = 208 bits (230), Expect = 4e-56
Identities = 117/118 (99%), Gaps = 0/118 (0%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrerrerrerrereerrerrerrerrrrrerrerrerrerr et e e e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrrrrerrerrerrerrrrrerr et et trerr ettt et e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTGGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 228 non-redundant amplicon of 8 matches
Length=118
Score = 208 bits (230), Expect = 4e-56
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrerrerrerrereerrerrerrerrrrrerrer ettt et et rrrrr
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
Crrrrrerrerrertr rrerrrrrerr ettt et et e
Sbjct 61 ACGCGATAGAAAACAGAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 397 non-redundant amplicon of 6 matches
Length=118
Score = 208 bits (230), Expect = 4e-56
Identities = 117/118 (99%), Gaps = 0/118 (0%) Strand=Plus/Plus
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Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErerrerrrrrerrerrerrerrerrerrrrrerrer ettt rrrrrnd
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGACTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrrrrerrerrerrerr et ettt et et ettt et e
Sbjct o6l ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 426 non-redundant amplicon of 12 matches
Length=118
Score = 208 bits (230), Expect = 4e-56
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CEErrerrr rrrrr et e et et ettt et e
Sbjct 1 GCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CEErrrrrrrrrrrrer et e et e et et re e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 404 non-redundant amplicon of 48 matches
Length=118
Score = 208 bits (230), Expect = 4e-56
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Score = 208 bits (230), Expect = 4e-56
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrerrrrrerrerrerrrrrerrerr et e et rerr et e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CEErrrrrrrr rerrrrrrr et et et et ettt e
Sbjct 61 ACGCGATAGAAGACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 53 non-redundant amplicon of 109 matches
Length=118
Score = 208 bits (230), Expect = 4e-56
Identities = 117/118 (99%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CEErrrrrererrrrrrrrer et e e e e ettt e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
Crrrrrrererererrrerrrrrer e e trerrr ettt el
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAACCTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 526 non-redundant amplicon of 4 matches
Length=119
Score = 206 bits (228), Expect = le-55
Identities = 118/119 (99%), Gaps = 1/119 (1%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrrrererrrrrrrrer et e e e errrrrr et et
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 A-CGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
Forrrrrrerererrrrrrrrer e et e rr ettt e
Sbjct 61 ACCGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 119
>lcl|Amplicon 389 non-redundant amplicon of 5 matches Length=119
Score = 206 bits (228), Expect = le-55
Identities = 118/119 (99%), Gaps = 1/119 (1%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
FEErrrrrererrrrrrrr e ettt et et ettt e el
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAG-CGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrrrerererrrrrrrr et e e et errr ettt
Sbjct 61 ACGCGATAGAAAACAAAATATAGCCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 119
>lcl|Amplicon 77 non-redundant amplicon of 7 matches Length=118
Score = 206 bits (228), Expect = le-55
Identities = 118/119 (99%), Gaps = 1/119 (1%) Strand=Plus/Plus
Query 118 TGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAA 177
FIETEEEE it CEEEEr e er e e e e et
Strand=Plus/Plus
Query 118 TGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAA 177
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CErrrerrrererrr e et e e e errrrrr et e e
Sbjct 1 TGCATGACGTTATT-ATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAA 59
Query 178 TACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CEEErrrrrerrerrerrerrerrerrerrer ettt ettt
Sbjct 60 TACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1cl|Amplicon 654 non-redundant amplicon of 2 matches Length=118
Score = 205 bits (226), Expect = 4e-55
Identities = 116/118 (98%), Gaps = 0/118 (0%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrrrererrrrrrrrer et e e errrrrrrr et e r e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrrrrrerrrrrrrrerer e rrerrrererrrrrr et e e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCTCGCAAACTAGGATAAATTATCGCTCGCGGTGTC 118
>1cl|Amplicon 608 non-redundant amplicon of 5 matches
Length=118
Score = 205 bits (226), Expect = 4e-55
Identities = 116/118 (98%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CEErrerrrr et rrr e et e e e et e e
Sbjct 1 GCATGACGTTGTTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
Lot rrrrrrerrrrrrrrrr et et et er ettt e
Sbjct 61 ACACGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1cl|Amplicon 285 non-redundant amplicon of 6 matches
Length=118
Score = 205 bits (226), Expect = 4e-55
Identities = 116/118 (98%), Gaps = 0/118 (0%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrrrererrrrrrrrer et e e errrrrr ettt et
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrrrrerrerrerrertr rrerrerr et trrrr ettt e
Sbjct o6l ACGCGATAGAAAACAAAATATGGCGCGCAAACTGGGATAAATTATCGCGCGCGGTGTC 118
>1cl|Amplicon 38 non-redundant amplicon of 43 matches Length=117
Score = 205 bits (226), Expect = 4e-55
Identities = 117/118 (99%), Gaps = 1/118 (1%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrrrererrrrrrrrer et e e et rrrrrrrr et r e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTT-TGATTAGAGTCCCGCAATTATACATTTAAT 59
CErrrrrrererrrrrrrrer et e e et rrrrrrrr et r e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTT-TGATTAGAGTCCCGCAATTATACATTTAAT 59
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrrrrrerrrrrrrrrrrr e et e e et ettt e
Sbjct 60 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 117
>lcl|Amplicon 311 non-redundant amplicon of 10 matches
Length=118
Score = 205 bits (226), Expect = 4e-55
Identities = 116/118 (98%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrrrererrrrrrrrer et e rrerrrrrr ettt
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
FEETEErr et ettt et et FIETEEEErr et
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTACCATAAATTATCGCGCGCGGTGTC 118
>1cl|Amplicon 56 non-redundant amplicon of 3 matches Length=118
Score = 203 bits (224), Expect = 2e-54
Identities = 112/112 (100%), Gaps 0/112 (0%)
Strand=Plus/Plus
Query 125 CGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAATACGCGA 184
CEErrrrr et ettt e er ettt e et
Sbjct 7 CGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAATACGCGA 66
Query 185 TAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
FEErrrrrrerererrrrrrrr et et errr el
Sbjct 67 TAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>lcl|Amplicon 522 non-redundant amplicon of 2 matches
Length=118
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Score = 199 bits (220), Expect = 2e-53
Identities = 115/118 (97%), Gaps = 0/118 (0%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT
CErrrrerrerrerrerrerrerrerrerrerrertr e terrrrrrrrrrrrnl
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTACACTCCCCCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CErrrrerrerrerrerrerrerrerr ettt et ettt e
Sbjct 61 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 270 non-redundant amplicon of 17 matches
Length=118
Score = 199 bits (220), Expect = 2e-53
Identities = 115/118 (97%), Gaps = 0/118 (0%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrerrereerrereerrerrerrerrrr et ettt ettt
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
FEETEEEETErr el FEETEEEr et et e e e
Sbjct 61 ACGCGATAGAAAACAAAATTATGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118 Query
ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
FEETEEETTErr el FEETEEEr et et e e e e
Sbjct 61 ACGCGATAGAAAACAAAATTATGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 118
>1lcl|Amplicon 336 non-redundant amplicon of 3 matches Length=114
Score = 190 bits (210), Expect = 1le-50
Identities = 114/118 (97%), Gaps = 4/118 (3%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
CErrrrrrrrrrrrrrrrrr e e et terrrr e et
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTT-ATGATTAGAGTCCCGCAATTATACATTTAAT 59
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
CEETEEErr e et FEEETEEErr ettt
Sbjct 60 ACGCGATAGAAAACAAAATATAGCGCG---ACTAGGATAAATTATCGCGCGCGGTGTC 114
>1lcl|Amplicon 493 non-redundant amplicon of 1 matches Length=116

Score = 188 bits (208), Expect = 3e-50

Identities = 113/118 (96%), Gaps = 2/118 (2%) Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT
CETEET ettt FEEE TR ettt

Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTA--GATTGGAGTCCCGCAATTATACATTTAAT 58

Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
Frrrrrrrrrrrrrrrrrerr rerrrrrerrr ettt
Sbjct 59 ACGCGATAGAAAACAAAATATCGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 116
>1lcl|Amplicon 582 non-redundant amplicon of 1 matches
Length=111
Score = 183 bits (202), Expect = 1le-48
Identities = 111/118 (94%), Gaps = 7/118 (6%)
Strand=Plus/Plus
Query 119 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 178
FErrrrrrrrrrrrrrrrerrrrrrrrre et r e
Sbjct 1 GCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAAT 60
Query 179 ACGCGATAGAAAACAAAATATAGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTC 236
FEEEEEErrrrrrrrr e FEEEEEErrrrrrrrr et

Sbjct 61 ACGCGATAGAAAACAAAATAT——————— AAACTAGGATAAATTATCGCGCGCGGTGTC 111
>lcl|Amplicon 1 non-redundant amplicon of 25856 matches

Length=84

Score = 152 bits (168 Expect = 2e-39

),
Identities = 84/84 (100%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA 170
CErrrrrrererrrrrr et et et e r ettt et
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA 60
Query 171 CATTTAATACGCGATAGAAAACAA 194
FEEEEE ettt
Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>lcl|Amplicon 229 non-redundant amplicon of 16 matches
Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>lcl|Amplicon 229 non-redundant amplicon of 16 matches
Length=84
Score = 150 bits (166), Expect = 8e-39
Identities = 83/83 (100%), Gaps = 0/83 (0%) Strand=Plus/Plus
Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA 170
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CErrrrerrerrerrereerrerrerrerrrr et ettt et rrrrrnd
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 171 CATTTAATACGCGATAGAAAACA 193
FEETEEEEr et
Sbjct o6l CATTTAATACGCGATAGAAAACA 83
>1lcl|Amplicon 750 non-redundant amplicon of 4 matches Length=84
Score = 147 bits (162), Expect = le-37
Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrrrrrrrrrrrrrrrrr e et trerrrr et r ettt e
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGGTGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 171 CATTTAATACGCGATAGAAAACAA 194
FEEEEEEErrr el
Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>lcl|Amplicon 520 non-redundant amplicon of 2 matches Length=84
Score = 147 bits (162), Expect = le-37
Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrrrrrr et rrrr e e e e et trrr et e
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTACGATTAGAGTCCCGCAATTATA
Query 171 CATTTAATACGCGATAGAAAACAA 194
CETEET et
Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>1cl|Amplicon 398 non-redundant amplicon of 12 matches Length=84
Score = 147 bits (162), Expect = 1le-37
Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrrrerrerrerrereerrerrerrerrrrrerrereerrerre terrrrrrrrrnd
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGACTCCCGCAATTATA
Query 171 CATTTAATACGCGATAGAAAACAA 194
FEETTEEETEr el
Sbjct o6l CATTTAATACGCGATAGAAAACAA 84
>1cl|Amplicon 427 non-redundant amplicon of 24 matches Length=84

Score = 147 bits (162), Expect = 1le-37
>1cl|Amplicon 427 non-redundant amplicon of 24 matches Length=84
Score = 147 bits (162), Expect = 1le-37

Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Crrerrerrereerrer crrerrerrerrrrrerr ettt
Sbjct 1 CATGTAATGCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 171 CATTTAATACGCGATAGAAAACAA 194
FETEETErr el
Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>lcl|Amplicon 405 non-redundant amplicon of 96 matches Length=84
Score = 147 bits (162), Expect = le-37
Identities = 83/84 (99%), Gaps = 0/84 (0%)
Strand=Plus/Plus
Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Crrrrrerrereerrereerrerrerrer et et ettt ettt
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 171 CATTTAATACGCGATAGAAAACAA 194
FETEETErrrrrrrrerer el
Sbjct 61 CATTTAATACGCGATAGAAGACAA 84
>lcl|Amplicon 527 non-redundant amplicon of 8 matches
Length=84
Score = 143 bits (158), Expect = le-36
Identities = 83/84 (99%), Gaps = 1/84 (1%)
Strand=Plus/Plus
Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrrrerrereererrrrrrrrrrr e e e ettt e e
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
Query 171 CATTTAATA-CGCGATAGAAAACA 193
FETEETEEr el
Sbjct 61 CATTTAATACCGCGATAGAAAACA 84
>lcl|Amplicon 474 non-redundant amplicon of 2 matches Length=84

http://gmo-crl.jrc.ec.europa.eu/jrcgmoampliconsblast#result
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Score = 143 bits (158), Expect = le-36
Identities = 82/84 (98%), Gaps = 0/84 (0%)
Strand=Plus/Plus

Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CErrrrrrrrrrrrr e rrerrrr e et e e et r et e r et e
Sbjct 1 CATGTAATGCATGACGTAATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATAATA
Query 171 CATTTAATACGCGATAGAAAACAA 194
FEETTEEErrr ettt
Sbjct 61 CATTTAATACGCGATAGAAAACAA 84
>1lcl|Amplicon 337 non-redundant amplicon of 10 matches
Length=83
Score = 143 bits (158), Expect = le-36

Identities = 83/84 (99%), Gaps = 1/84 (1%)
Strand=Plus/Plus
Score = 143 bits (158), Expect = 1le-36
Identities = 83/84 (99%), Gaps = 1/84 (1%)
Strand=Plus/Plus

Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
FEErrrrrrrrrrrerrrerrrrrrrrrerrr e ettt e e

Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTT-ATGATTAGAGTCCCGCAATTATA

Query 171 CATTTAATACGCGATAGAAAACAA 194
FEETTEEErrr et

Sbjct 60 CATTTAATACGCGATAGAAAACAA 83

>1lcl|Amplicon 39 non-redundant amplicon of 98 matches

Length=83

Score = 143 bits (158), Expect = le-36

Identities = 83/84 (99%), Gaps = 1/84 (1%)
Strand=Plus/Plus

Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
CEErrrrrrrrrrrrrrr e rr e et e

Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTT-TGATTAGAGTCCCGCAATTATA

Query 171 CATTTAATACGCGATAGAAAACAA 194
FEETTEEErrr et

Sbjct 60 CATTTAATACGCGATAGAAAACAA 83

>lcl|Amplicon 488 non-redundant amplicon of 2 matches

Length=84

Score = Expect = 2e-35

140 bits (154),
Identities = 77/77 (100%), Gaps = 0/77 (0%)
Strand=Plus/Plus

Query 118 TGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAA
Frrrrrrrrrrrrrrrrrerrrrrrrrrerr ettt e

Sbjct 8 TGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATACATTTAA

Query 178 TACGCGATAGAAAACAA 194
FEEEEEErrrrrrrrnd

Sbjct 68 TACGCGATAGAAAACAA 84

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

Length=84

Score = 138 bits (152), Expect = 5e-35

Identities = 81/84 (96%), Gaps = 0/84 (0%)
Strand=Plus/Plus

Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
FErrrrrrrrrrrrrrrrrrrrerrrrrerrrrrrrrrrrrr et et e
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTACACTCCCCCAATTATA
Query 171 CATTTAATACGCGATAGAAAACAA 194
FEEEEEEEE et
Sbjct 61  CATTTAATACGCGATAGAAAACAA 84

>lcl|Amplicon 494 non-redundant amplicon of 2 matches Length=82
Score = 131 bits (144), Expect = 8e-33

Identities = 80/84 (95%), Gaps = 2/84 (2%)

Strand=Plus/Plus

Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
FEEEEEErr e e e et FEEE rrrrrrrrr et
Query 111 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTTATGATTAGAGTCCCGCAATTATA
FEEEEEErr e e e et FEEE rrrrrrrrr et
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGTTTTA--GATTGGAGTCCCGCAATTATA
Query 171 CATTTAATACGCGATAGAAAACAA 194
FEEEEEEEE e et
Sbjct 59  CATTTAATACGCGATAGAAAACAA 82
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>lcl|Amplicon 2 non-redundant amplicon of 12842 matches
Length=69
Score = 125 bits (138), Expect = 3e-31
Identities = 69/69 (100%), Gaps = 0/69 (0%) Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrrrr et e et e et et r et e et r e
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
Query 210 CTAGGATAA 218
FETEETTT
Sbjct 61 CTAGGATAA 69
>lcl|Amplicon 95 non-redundant amplicon of 18 matches
Length=87
Score = 122 bits (134), Expect = 4e-30
Identities = 81/85 (95%), Gaps = 4/85 (5%)
Strand=Plus/Plus
Query 111 CATGTAATGCATGACGTTATTTATGAGAT-GGGTTTTTATGATT-AGAGT-CCCGCAATT
CErrrrerrerrerrereerrerrerrer rrrerrerrerrer rrrer rrrrrrrn
Sbjct 1 CATGTAATGCATGACGTTATTTATGAGATGGGGTTTTTATGATTAAGAGTCCCCGCAATT
Query 168 ATACA-TTTAATACGCGATAGAAAA 191
CEETE PR Errrr el
Sbjct o6l ATACATTTTAATACGCGATAGAARA 85
>lcl|Amplicon 225 non-redundant amplicon of 12 matches Length=69
Score = 122 bits (134), Expect = 4e-30
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CEErrrrrr et rr e et e e et r e et
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATANCGCGCAAA
Query 210 CTAGGATAA 218
FETETTTT
Sbjct 61 CTAGGATAA 69
>1lcl|Amplicon 655 non-redundant amplicon of 2 matches Length=69
Score = 120 bits (132), Expect = 1le-29
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
Crrrrrerrereerrereerrerrerrerrrrrerrerrerrerrerrerrer e

Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCTCGCAAA
Query 210 CTAGGATAA 218
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCTCGCAAA

Query 210 CTAGGATAA 218
FETEITTT
Sbjct 61 CTAGGATAA 69
>1cl|Amplicon 609 non-redundant amplicon of 5 matches
Length=69
Score = 120 bits (132), Expect = 1le-29
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrerrerrerrereerrerrerrerrr rerrer ettt et rrrrrnd
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACACGATAGAAAACAAAATATAGCGCGCAAA
Query 210 CTAGGATAA 218
FETEETET
Sbjct 61 CTAGGATAA 69
>lcl|Amplicon 475 non-redundant amplicon of 1 matches Length=69
Score = 120 bits (132), Expect = le-29
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrerrereerrer errerrerrerrrr ettt et et
Sbjct 1 GATTAGAGTCCCGCAATAATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
Query 210 CTAGGATAA 218
FETEETTT
Sbjct 61 CTAGGATAA 69
>1cl|Amplicon 418 non-redundant amplicon of 3 matches
Length=69
Score = 120 bits (132), Expect = 1le-29
Identities = 68/69 (99%), Gaps = 0/69 (0%)
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Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrrrererrrrrrrrrr e e e errrrrrrr ettt e r e
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
Query 210 CTAGGATAA 218
RN
Sbjct 61 CTGGGATAA 69
>1cl|Amplicon 230 non-redundant amplicon of 8 matches Length=69
Score = 120 bits (132), Expect = 1le-29
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrrrererrrrrrrrer e e errrrrrrr et rer e e
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAGAATATAGCGCGCAAA
Query 210 CTAGGATAA 218
FETEETTT
Sbjct 61  CTAGGATAA 69
Query 210 CTAGGATAA 218
FETEETTT
Sbjct 61  CTAGGATAA 69
>lcl|Amplicon 406 non-redundant amplicon of 48 matches Length=69
Score = 120 bits (132), Expect = 1le-29
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrrrererrrrrrrrrrrrrrrr et et erer et rrrrrrr e
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAGACAAAATATAGCGCGCAAA
Query 210 CTAGGATAA 218
LI
Sbjct 61 CTAGGATAA 69
>1lcl|Amplicon 399 non-redundant amplicon of 6 matches Length=69
Score = 120 bits (132), Expect = 1le-29
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CEErerr rrerrerrrrrrr et et e et et et ettt
Sbjct 1 GATTAGACTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
Query 210 CTAGGATAA 218
LI
Sbjct 61 CTAGGATAA 69
>1cl|Amplicon 54 non-redundant amplicon of 120 matches
Length=69
Score = 120 bits (132), Expect = 1le-29
Identities = 68/69 (99%), Gaps = 0/69 (0%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrrrererrrrrrrrrr et e et errr ettt e
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAC
Query 210 CTAGGATAA 218
LI
Sbjct 61 CTAGGATAA 69
>1lcl|Amplicon 420 non-redundant amplicon of 7 matches
Length=69
Score = 120 bits (132), Expect = le-29
Identities = 66/66 (100%), Gaps = 0/66 (0%) Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
CErrrrrrererrrrrrrrer et e rrerrrrrr ettt
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA
Query 210 CTAGGA 215
I
Sbjct 61 CTAGGA 66
>1cl|Amplicon_ 528 non-redundant amplicon of 4 matches Length=70
>1lcl|Amplicon 528 non-redundant amplicon of 4 matches
Length=70
Score = 118 bits (130), Expect = 5e-29
Identities = 69/70 (99%), Gaps = 1/70 (1%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATAC-GCGATAGAAAACAAAATATAGCGCGCAA
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FEEEEErrr e e e el
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACCGCGATAGAAAACAAAATATAGCGCGCAA 60

Query 209 ACTAGGATAA 218

FEETEEETT
Sbjct 61  ACTAGGATAA 70

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

>1cl|Amplicon 390 non-redundant amplicon of 5 matches

Length=69

Score = 116 bits (128), Expect = 2e-28

Identities = 68/69 (99%), Gaps
Strand=Plus/Plus

=1/69 (1

)

Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAG-CGCGCAA 208

FErrrrrrrrrrrrrrrrrrrrerrrrerrr e e e e et e e e rrr rrrrrn
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCCGCGCAA 60

Query 209 ACTAGGATA 217

NERRERRN
Sbjct 61  ACTAGGATA 69

>lcl|Amplicon 271 non-redundant amplicon of 17 matches

Length=70
Score = 113 bits (124), Expect = 2e-27
Identities = 67/70 (96%), Gaps = 0/70 (0%)
Strand=Plus/Plus
Query 150 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATATAGCGCGCAAA 209
CETEET e et ettt ettt ettt LI
Sbjct 1 GATTAGAGTCCCGCAATTATACATTTAATACGCGATAGAAAACAAAATTATGCGCGCARAA 60

Query 210 CTAGGATAAA 219

LI
Sbjct 61  CTAGGATAAA 70

>lcl|Amplicon 199 non-redundant amplicon of 4 matches Length=78

Score = 78.8 bits (86), Expect = 4e-17
= 0/43 (0%)

Identities = 43/43 (100%), Gaps

Sbjct 1 AGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTCATCTAT
Lambda K H
0.634 0.408 0.912
Gapped
Lambda K H
0.625 0.410 0.780
Effective search space used: 23642160
Lambda K H
0.625 0.410 0.780

Effective search space used: 23642160

Query= tocs Agrobacterium tumefaciens - CP011249.1

Strand=Plus/Plus
Query 200 AGCGCGCAAACTAGGATAAATTATCGCGCGCGGTGTCATCTAT 242

43

Length=708

**x*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: 67287740

Query=tORF25 Agrobacterium tumefaciens - X00493.1

Length=24595

Sequences producing significant alignments:
lcl|Amplicon 101 non-redundant amplicon of 9 matches
lcl|Amplicon 649 non-redundant amplicon of 1 matches
lcl|Amplicon 86 non-redundant amplicon of 9 matches
lcl|Amplicon 85 non-redundant amplicon of 9 matches

lcl|Amplicon 252 non-redundant amplicon of 8 matches
lcl|Amplicon 102 non-redundant amplicon of 9 matches
lcl|Amplicon 587 non-redundant amplicon of 1 matches
lcl|Amplicon 435 non-redundant amplicon of 8 matches
lcl|Amplicon 240 non-redundant amplicon of 14 matches
>1cl|Amplicon 101 non-redundant amplicon of 9 matches
Length=204

Score = 215 bits (238), Expect = 2e-56

Identities = 119/119 (100%), Gaps = 0/119

(0%)

Score E

(Bits) Value
215 2e-56
168 3e-42
118 5e-27
114 6e-26
100 le-21

98.7 5e-21
89.7 2e-18

68.0 8e-12

66.2 3e-11
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Strand=Plus/Minus
Query 935 CTTCATGTCCGGGAAATCTACATGGATCAGCAATGAGTATGATGGTCAATATGGAGAAAA 994
CErrrrrrererrerererrrerererrrerrrrrrer et et et errrrrrrrrrrrrnd
Sbjct 119 CTTCATGTCCGGGAAATCTACATGGATCAGCAATGAGTATGATGGTCAATATGGAGAAAA 60
Query 995 AGAAAGAGTAATTACCAAttttttttCAATTCAAAAATGTAGATGTCCGCAGCGTTATT 1053
FErrrrrrrrrrrrrrrerer et rr ettt e

Sbjct 59 AGAAAGAGTAATTACCAATTTTTTTTCAATTCAAAAATGTAGATGTCCGCAGCGTTATT 1
>1cl|Amplicon 649 non-redundant amplicon of 1 matches Length=187
Score = 168 bits (186), Expect = 3e-42

Identities = 93/93 (100%), Gaps = 0/93 (0%) Strand=Plus/Minus
Query 957 TGGATCAGCAATGAGTATGATGGTCAATATGGAGAAAAAGAAAGAGTAATTACCAALLLt 1016
Strand=Plus/Minus
Query 957 TGGATCAGCAATGAGTATGATGGTCAATATGGAGAAAAAGAAAGAGTAATTACCAALLLt 1016
CETrrrerr et err et et ettt ettt ettt
Sbjct 93 TGGATCAGCAATGAGTATGATGGTCAATATGGAGAAAAAGAAAGAGTAATTACCAATTTT 34
Query 1017 ttttCAATTCAAAAATGTAGATGTCCGCAGCGT 1049
FEEErrrr ettt errrrrrnl

Sbjct 33 TTTTCAATTCAAAAATGTAGATGTCCGCAGCGT 1
>lcl|Amplicon 86 non-redundant amplicon of 9 matches
Length=90

Score = 118 bits (130), Expect = 5e-27

Identities = 65/65 (100%), Gaps = 0/65 (0%) Strand=Plus/Plus
Query 939 ATGTCCGGGAAATCTACATGGATCAGCAATGAGTATGATGGTCAATATGGAGAAAAAGAA 998
FErrrrrrrrerrrrererererererrrerrrrrrrr ettt e e rrrrrrrrnd
Sbjct 26 ATGTCCGGGAAATCTACATGGATCAGCAATGAGTATGATGGTCAATATGGAGAAAAAGAA 85
Query 999 AGAGT 1003
LI

Sbjct 86 AGAGT 90

>1cl|Amplicon 85 non-redundant amplicon of 9 matches
Length=90

Score = 114 bits (126), Expect = 6e-26

Identities = 64/65 (98%), Gaps = 0/65 (0%)
Strand=Plus/Plus
Query 939 ATGTCCGGGAAATCTACATGGATCAGCAATGAGTATGATGGTCAATATGGAGAAAAAGAA 998
FErrrrrrererrerererer et rerrrerrrrrrer et errrrrrrrrrrrrnd
Sbjct 26 ATGTCCGGGAAATCTACATGGATNAGCAATGAGTATGATGGTCAATATGGAGAAAAAGAA 85
Query 999 AGAGT 1003
LI

Sbjct 86 AGAGT 90
>1lcl|Amplicon 252 non-redundant amplicon of 8 matches Length=87
Score = 100 bits (110), Expect = le-21

Identities = 55/55 (100%), Gaps = 0/55 (0%)
Strand=Plus/Minus
Query 921 TCAATTGTAAATGGCTTCATGTCCGGGAAATCTACATGGATCAGCAATGAGTATG 975
CErrrrrrrerrerrerrerr et et et ettt ettt el
Sbjct 55 TCAATTGTAAATGGCTTCATGTCCGGGAAATCTACATGGATCAGCAATGAGTATG 1
>lcl|Amplicon 102 non-redundant amplicon of 9 matches
Length=108
Score = 98.7 bits (108), Expect = 5e-21
Identities = 54/54 (100%), Gaps = 0/54 (0%)
Strand=Plus/Minus
Query 935 CTTCATGTCCGGGAAATCTACATGGATCAGCAATGAGTATGATGGTCAATATGG 988
CErrrrerrerrerrerrerr et ettt ettt
Sbjct 54 CTTCATGTCCGGGAAATCTACATGGATCAGCAATGAGTATGATGGTCAATATGG 1
>lcl|Amplicon 587 non-redundant amplicon of 1 matches Length=104
>1lcl|Amplicon 587 non-redundant amplicon of 1 matches Length=104
Score = 89.7 bits (98), Expect = 2e-18
Identities = 51/52 (98%), Gaps = 0/52 (0%)
Strand=Plus/Minus
Query 13940 GGGCATCGCACCGGTGAGTAATATTGTACGGCTAAGAGCGAATTTGGCCTGT 13991
PEEErr e e e e et e et et ettt

Sbjct 104 GGGCATCGCACCGGTGAGTAATATTGTACGGCTAAGAGCGAATTTGGCCGGT 53
>lcl|Amplicon 435 non-redundant amplicon of 8 matches
Length=99

Score = 68.0 bits (74), Expect = 8e-12
Identities = 39/40 (98%), Gaps = 0/40 (0%)
Strand=Plus/Minus
Query 13995 CCTCAATTGCGAGCTTTCTAATTTCAAACTATTCGGGCCT 14034
FEErrrrrrrrrr et rrrrr 1l
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Sbjct 99 CCTCAATTGCGAGCTTTCTAATTTCAAACTATTCGGACCT 60
>lcl|Amplicon 240 non-redundant amplicon of 14 matches Length=91
Score = 66.2 bits (72), Expect = 3e-11
Identities = 36/36 (100%), Gaps = 0/36 (0%)
Strand=Plus/Minus
Query 941 GTCCGGGAAATCTACATGGATCAGCAATGAGTATGA 976
FEEEEEErrrrrr e et
Sbjct 36 GTCCGGGAAATCTACATGGATCAGCAATGAGTATGA 1

Lambda K H
0.634 0.408 0.912

Gapped

Lambda K H
0.625 0.410 0.780

Effective search space used: 2295299965

Query= tpinll Solanum tuberosum - X04118.1
Length=1914
*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: 181656066

Query= ttml Agrobacterium tumefaciens - AF242881.1
Length=1986
***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: 188565330

Query=tTr7 Agrobacterium tumefaciens - V00090.1

Length=831

*Hxxxx 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: 78513721

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. Schéaffer,
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.
search programs", Nucleic Acids Res. 25:3389-3402.
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