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SNP100030767/F| CTTGAGCAACGCGTACAACAGGTCTACCATTTTCTCT-TCT-ACGAACATTTAGATTCTTGCTA

2 CTTGAACAACGCGTACAACAGGTCTACCATTTTCTCT-TCT-ACAAACGTTTACATTCTTGCT
8 CTTGAACAACGCGTACAGCAGGTCTACCATTTTCTCT-TCT-ACAAACGTTTACATTCTTGCT

‘SuperScaf_63 CTCT-TCA-ACGAACATTTAGATGCT
11 GTCCACCATTTTCTCT- TCTGACGAAC
1 TCTACCATTTTCTCT-TCT
1 AGCTCCACCATTTTCTCT- TCT- ACCAA
4 ACGAACGTTTAGATTCTTGCT
4 TCTACTATTTTCTCT-TCT-AC
10 AGGTCTACCATTTCCTCT-TCT
‘SuperScaf_4 CTAACATTTTCTCT-TCT-CCGATCAT
9 TCTCT-TCT-ACGAACATT
‘SuperScaf_39 CATTTTCTCT-TAT-ACGAACA
7 TTTTCTATATCT-ACGAACATTTAG
scaffold_164 CATTTTCTCT-TTT-CAGAACATTTAG

scaffold_537 CTAACATTTTCTCT-TCT-CCGATCAT
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ALIGIMENTS
>2 No definition line
Length=22275151

Score = 93.3 bits (102), Expect = 1E-1g
Identities = 57/61 (93), Geps = 0/61 (0)
Strand = Plus/Minus

Query 1 CTTGAGCAACGCGTACAACAGGTCTACCATTTICTCTICTACGAACATTTAGATICTIGE 60
P DU T T T
Sbjct 27244282 CTTGAACRACGCGTACRACAGSTCTACCATTTICTICTTCTACARACGTTTACATICITEC 27244223

Query 61 T oa

|
Sbict 27244222 T 27244222

> No definition line
Length=12916373

Score = £7.8 bits (96), Expect = 6E-17

Identities = S6/61 (91), Geps = 0/61 (0)
Strand = Plus/Plus
Query 1 CTTGAGCAACGCGTACAACAGGTCTACCATTTICTCTICTACGAACATTTAGATICTIGE 60

P DU D T T
Sbjct 8478008 CTTGAACAACGCGTACAGCAGSTCTACCATTTICICTTCTACARACGTITACATICITEC 8478067

Query 61 T oa
|
Sbjct 8478068 T B472068




