
>seq19834

aattggcatga
tagcctcgats
gctaaaaaa..
.


>seq873

gatcttctgat
aggtcactctc
gatsgctggcc
aaaaa...


AlignmentBlocks     ID 

Chr1:+:201:205:1:50  1

Chr5:-:561:510:1:50  2

Chr3:+:724:773:1:50  3


ID Sequences

1  gtcgtctgatt……………..

2  atgctcgctactac..

3  ctctcgcctctgrgac…
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>Seq1

atgctgatcccttctcgtagtaat
ctcctaatatattgtagtgcagca
gtgctg……….


>pepSeq1

MLICRPTSSAAGV
ILMGFHISPLTCA
DAAGGRL…
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