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1 MSA length = 463 1
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--------- TITGTCAACTATGTCATCA TGTITAGAAAATITCAACAAT——————————ACACAGTAGTCGACATAAICAATAA TTTITITTCATIAATTGTCTAC

TIGAAITCTTGTGTIAACTATGTIATCAATGTGTAG.AATGTCAA AAT - - - - - === - - AlACA TAGTCGICAIAAACAATAACTIT TCTTEATAAATT - - - - - - - -
———AATCCTTGTGTCAACTATGTCAICAITAIGTAGAAAAT TIAA AAT - - - - - === - - ACAG AGTIGACA ----- AATAACTTTGTCTlcAaTAAATTITCTACCT
--------------- AAfiflaTeTCcATCAA - - TGTAABAATITCAACAAT - - - - - - - - - - ACACAGTAGTCGJcATAAACAATAARTTTGTRTTCATAAATTIICTACCT
TCGAATCCBTGTGRCAACTATGTCATCAATGTITAGAA - - -« - - - - ACHCAGRAGTCGANATAAARAA - - -CTTTGTITTCATAAATTGTTA- - - - -
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TCGAATTCTTTGTCAACTETITCATCAATGTGTAGAAAATGTCAACAAT - - - - - - - - - - ACACAGTAGTCGACATAAACAATAATTTTGT - - - -ATAA- - -~ - - -~ - - -
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TCGAATCITTGTGTCAACTATITCATCAATGTGTA AATGTCEBACAAT - - - - - - - - - - ACACAGTAGTCGACATAAA-AATAACTTTGTCTTCATAA TIGTCTACCT
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--------------------------------------------------------------------- ATGTCATCAATITGTAIAAAATGTIAA AA
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 463 bp

size: 463bp; fragments: 131; full length: 11 (>=416.7bp)
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).fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 783bp; fragments: 99; full length: 0 (>=704.7bp)
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divergence to consensus (%)
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size: 473bp; fragments: 101; full length: 11 (>=425.7bp)

TE: rnd_5 family 3039
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[E consensus before TEtrimmer (bp)
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