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1 MSA length = 905

L R I I I I I R I R GTTGCCACAAGCTACACAATTGT - =-=-=-=-=-=-=--- GGTCAAGTTCTAIACAATCAAAAATTTTCTTGTGGCAACCCTG GICA TAA A
AMRAGATAAATAG AGA CAIAAATCTAC GTTGCCACAAGCTACACAATTGT - =-=-=-=-=-=-=--- GGTCAAGTTCTACACAATCAAAAATTTTCTTGTGGCAACCCTG GGG T TA ARA
AR---------- AAAGEENEEN - - - - - TGTCTAC GTTGCCACAAGCTACACAATTGT - =-=-=-=-=-=-=--- GGTCAAGTTCTACACAATCAAAAATTTTCTTGTGGCAACCCTG GTGTGA ANGEA
AR---------- CAG AATCTGC GTTGCCACAAGCTACACAATTGT - =-=-=-=-=-=-=--- GGTCAAGTTCTACACAATCAAAAATTTTCTTGTGGCAACCCTG AN T IRA ABIGIRA
AM-------- CGA GTTGCCACAAGCTACACAATTGT - =-=-=-=-=-=-=--- GGTCAAGTTCTACACAATCAAAAATTTTCTTGTGGCAACCCTG AN T IRA ABABA
ARAAATAAATAG AGG GTTGCCACAAGCTACACAATTGT - =-=-=-=-=-=-=--- GGTCAAGTTCTACACAATCAAAAATTTTCTTGTGGCAACCCTG ARACEG ABABA
- -AGATAAATAG AAA GTTGCCACAAGCTACACAAGTGT - =-=-===-=-=--- GGTCAAGTTCTACACAATCAAAAATTTTCTTGTGGCAACCCTG CAATGG ABABA
- -AGATAATCAG--------- AGA GTTGCCACAAGCTACACAATTGT - =-=-=-=-=-=-=--- GGTCAAGTTCTACACAATCAAAAATTTTCTTGTGGCAACCCTG GAGCTA ABABA
———————— ATAG TT AG GTTGCCACAAGCTACACAAGTGT-=-=-=-------GGTCAAGTTCTACACAATCAAAAATTTTCTTGTGGCAACCCTG THA ATGGA
A ABANA

AIAGCCAA———— AGA GTTGCCACAAGCTACACAATTGT - =-=-=-=-=-=-=--- GGTCAAGTTCTACACAATCAAAAATTTTCTTGTGGCAACCCTG
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 905 b P

size: 905bp; fragments: 583; full length: 50 (>=814.5bp)
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 fasta.b.bed uf.bed g 2.bed fm_ 1.bed 0 O bcin.fa_aln.fa cl.fa gs
size: 1205bp; fragments: 583; full length: 0 (>=1084.5bp)
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TE: md_4_family 3552 Before TEtrimmer 863 bp

size: 863bp; fragments: 837; full length: 14 (>=776.7bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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