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Norway spruce genome assembly blast results

MA_6653
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E=4.63147e-47

I E=1.82325e-09
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MA_5983
E=1.3564e-22

MA_13609
E=1.96501e-15

=1cIMA_13609 len=65589

Length = 65.589

Score =91.6812 bits (46). Expect = 1.96301e-15
Identities = 49/50 (95%). Frame =+1 / +1

Query: 1 CTTETTGTATTTTCTTGCTCOGGAAAGCTCTCTGAATATTCCAGTTCCAA 5@

Sbjct: 27776 CTTGTTGTATTTTCTGGCTCGGGAAAGCTCTCTOAATATTCCAGTTCCAS 27825



Two single base gaps within repeatative motifs
=lel|MA 5983 len=34196
Length = 34.196

Score = 115,469 bats (58). Expect = 1.3564e-22
Identities = 72/74 (97%). Gaps = 2/74 (2%). Frame = +1 / -1

Query: 51 CACGAGCTTCCAATTCAAA-GATOCTCCACTTTCATTTOAARAATTC-TATATCTCGCCA 188

Shijct: 25662 CACGAGCTTCCAATTCAAAAGATGCTCCACTTTCATTTGAAAAATTCATATATCTCGCCA 25683

Query: 189 COATCTTCTTCATG 122

Sbjct: 25602 COGATCTTCTTCATG 25589

=1l MA_TT0623 len=7250

Score = 125 381 bats (63). Expect = 1.40815e-25
Identities = 63/63 (100%). Frame =+1 /-1

Query: 122 CCTGCACATATGETCGAGTTCTTCACATTGCTTTTTCAGCTCTGLGAATTCGCTCTGATC 181

Shbjct: 735 COTGCACATATGATCGAGTTCTTCACATTGCTTTTTCAGCTCTGCGAATTCGCTCTGATC 676

Query: 182 CGC 184

Sbjct: B75 CGC 673

Score = 196 746 bits (99). Expect =4.63147e-47
Identities = 102/103 (99%). Frame =+1 /-1

Query: 181 CTCTCTTACGLGAGCAGATCTTAATCCCATTTCAAGTTTCTCCTGCAACGTCTGTAAATT 248

Shjct: 568 CTCTCTTACGCGAGCAGATCTTAATCCCATTTCAAGTTTCTCCTGCAACGTTTGTASAATT 581

Query: 241 TTCCAGTGTOATATCTTCAAGATCAGAGCCACCCATTTGOCTG 283

Shbjct: 500 TTCCAGTGTGATATCTTCAAGATCAGAGCCACCCATTTGCCTG 458

A third single base gap within a T repeatative motifs

Score = 71,8576 bats (36). Expect = 1.82325e-09
[dentities = 43/44 (97%). Gaps = 1/44 (2%). Frame = +1 /-1

Query: 282 CATTCOTTOCGCCCCATCCATTTG-TTTTGAAGCAATTCGCACT 324

Sbjct: 356 CATTCOTTGCGCCCCATCCATTTGTTITTTGAAGCAATTCGCACT 313



=lel|MA_6653 len—=41165

Length=41.165

Score = 297 846 bits (150). Expect = 1.70439e-77

Identities = 188/203 (92%). Gaps = 12/203 (5%). Frame =+1 / -1

Query: 324 ACCCCAAATOCAAAGAAGTATCATAGTCACCALAAATATTGATTCTCCTCOGTTATTCTCCT 383
CEEEETEEEEREE e e e e e T ey 1l
Sbjct: 31885 ACCCCAAATGCAAAGAAGTATCATAGTCACCGAMATATTGATTC------------ TCCT 31838
Query: 384 CoTTOTTATTCAATTGTAGATTAGCATGEATACTTGAACTTTCCAAAGATTGCACTTCAC 443
CEEEETEEEEE Pree e et Ceer e e e e e e e e e e e el
Sbjct: 31837 CGTTGTTATTCGATTGTAGATTAGTATGGATACTTGAACTTTCCAAAGATTGCACTTCAC 38978
Query: 444 CAACAAAGA CTAACCCCTT Se=2
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct: 30877 AAT CAACAAAGA AACCCCTT 3@918
Query: 584 CAAATATTGTATTCAAC 526
|||||||||||||||||||||||
Shjct: 30917 CAAATATTGTATTCAAC 38895
Score = 240 358 bats (121). Expect = 3 44558e-60
Identities = 139/145 (95%). Frame =+1 / -1
Query: 524 TTTTTTATATTATCACTACTTTACATGOTTAATTAACACTATCAAACATGACCACTATAG 583
CEEERTEETERE e BEer e e e e e e e v e e e e e e e e el el
Sbjct: 38795 TTTTTTATATTATCATTACTTTACATGGT TAATTAACACTATCAAACATGACCGCTATAT 38736
Query: 584 AGOGTAATOTTGCTOCAACTACTTTTOGTACATAAGT GATACCGAAAAGATCAAGCATGAT &43
CEEERTEEEEREE e e e e e e e e e et teeerr
Sbjct: 38735 AGGGTAATGTTGCTGCAACTACTTTTGTACATAAGTGATACTGAAAAGACCAAGCATGAT 38676
Query: 544 CATGOATAAGTOGOACTAATTAACC 663
CLEERTETEEEEET e Peerrretl
Sbjct: 38675 CATGGATAAGTGGEATTAATTAACC 38651

White spruce genome assembly blast results
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=lel|Pg-01r141201s3017525 No definition line found
Length = 247 946

Score =91 6812 bits (46). Expect = 4 09588e-15
Identities = 49/30 (98%). Frame = +1 /-1

Query: 1 TTGEAACTGEAATATTCAGAGAGCTTTCCCGAGCAAGAAAATACAACAAG 58

Sbjct: 13563 TTGGAACTGGAATATTCAGAGAGCTTTCCCGAGCCAGAAAATACAACAAG 13514

Two single base gaps within repeatative motifs

=lel|Pg-01r14120150132719 No definition line found
Length = 821

Score = 115 469 bits (58). Expect =2 8272022
Identities = 72/74 (97%). Gaps = 2/74 (2%). Frame = +1 / -1

Query: 51 CACGAGCTTCCAATTCAAA-GATGCTCCACTTTCATTTGAAAMATTC-TATATCTCGCCA 188

Sbjct: 426 CACGAGCTTCCAATTCAAAAGATGCTCCACTTTCATTTGAAAAATTCATATATCTCGCCA 367

Query: 189 CGATCTTCTTCATG 122

Sbjct: 366 CGATCTTCTTCATG 353

=lel|Pe-01r141201s2155984 No definition line found

Length = 7.038

Score = 125 381 bats (63). Expect=2.93515e-25
Identities = 63/63 (100%). Frame = +1 /-1

Query: 122 CCTGCACATATGOTCOAGTTCTTCACATTOCTTTTTCAGCTCTGCGAATTCGCTCTGATC 181

Sbjct: 4916 CCTGCACATATAGTCGAGTTCTTCACATTGCTTTTTCAGCTCTGCGAATTCGCTCTGATC 395

Query: 182 CGC 184

Sbjct: 3956 CGC 3954

Score = 204.6735 bits (103). Expect = 3.96013e-49
Identities = 103/103 (100%). Frame =+1 /-1

Query: 181 CTCTCTTACGCGAGCAGATCTTAATCCCATTTCAAGTTTCTCCTGCAACGTCTGTAAATT 248

CCEEETTTEEE e e e e e e e e e e e e ertnd
Sbjct: 3841 CTCTCTTACGCGAGCAGATCTTAATCCCATTTCAAGTTTCTCCTGCAACGTCTGTASATT 3782

Query: 241 TTCCAGTGTGATATCTTCAAGATCAGAGCCACCCATTTGLCTG 283

Sbjct: 3781 TTCCAGTGTGATATCTTCAAGATCAGAGCCACCCATTTGCCTG 3739

A third single base gap within a T repeatative motifs

Score = 71.8576 bats (36)., Expect = 3.800392-09
Identities = 43/44 (97%). Gaps = 1/44 (2%). Frame = +1 /-1

Query: 282 CATTCOTTGCGCCCCATCCATTTG-TTTTGAAGCAATTCGCACT 324

Sbjct: 3837 CATTCOTTECGCCCCATCCATTTGTTTTTGAAGCAATTCGCACT 3594



=lel|Pe-01r141201s1654276 No definition line found

Length = 964

Score = 402911 bats (203). Expect = 8.37349e-109
Identities = 203/203 ({100%), Frame = +1 / +1

Query:

Sbjct:

Query:

Shjct:

Query:

Sbjct:

Query:

Sbjct:

324

265 GTTGAATACAATATTTGGACAAGAAGEGGTTAGCTCATCAAGAGATGCATCTTTGTTGAT

384

325

444

385

Sed

445

GTTGAATACAATATTTOOACAAGAAGEGGTTAGCTCATCAAGAGATGCATCTTTGTTGAT 283

324

GOAATCCATGC CACAAAGAAATTOTGAAGTECAATCTTTOGAMAGTTCAAGTATCCATGE 443

GOAATCCATGC CACAAAGARATTOTGAAGTECAATCTTTOGAMAGTTCAAGTATCCATGE 284

TAATCTACAATTGAATAACAACGAGEAGAAT AACGACGAGAATCAATATTTTGGTGACTA 583

TAATCTACAAT TOAATAACAACGAGEAGAAT AACGAGGAGAATCAATATTTTGOTGACTA 444

TTGCATTTGGEGT 526

TTCTTTGCATTTGGEGT 467

Score = 272075 bats (137). Expect = 2 03365e-69
Identities = 143/145 (98%). Frame =+1 / +1

Query:

Sbjct:

Query:

Sbjct:

Query:

Shjct:

524

568

584

628

544

688

GOTTAATTAGT CCCACTTATCCATGATCATGCTTGATCTTTTCGLGTATCACTTATGTACA 583

GOTTAATTAATCCCACTTATCCATGATCATGCTTGOTCTTTTCGLGTATCACTTATGTACA 627

TAACCA 643
LT
AACC

A BBT

TOTAAAGTAGTGATAATATAALLAA B&68

TOTAAAGTAGTGATAATATAAAAAA 712



