Start crop Point End crop Point

1 MSA length = 11246 1

------------------------------------------------------------ ATCCAAATGGCTACATATTAATTTTTGATTTATATATTAATCGGATAAACACGTGTTGGAACTATTGACATCTACATACGAAATTCTAATATTTATTTTA
------------------------------------------------------------ ACGTAAATATCTGAATATTAAT - - - AATCTATAJATCAATCGGAGAAAC- - - - - CTGGAAC|ATTIBCAC- TACATATGAAAGTCCATATCTATTTI
------------------------------------------------------------ ATCCAAATGGCTACATATTAATTTTTGATTTATATATTAATCGGATAAACACGTGTTGGAACTATTGACATCTACATACGAAATTCTAATATTTATTTTA
GCTTTTTAATATTACCTCTGTACTTTAAAATTAAATACTAAATCICA - - - - - - - - oo oo oo
---------------------------------- ATACTAAATCCCAAAT----------ATCCAAATGGCTACATCTTAATTTTTGACTTATAT --=----=-------ACGTGTTGGAACTAAAGACACC------=-------CTAATGTTTATTTTA
ACTTTTTCTCATTAATCTTTTACTTTAGAATCGAATACTAAATCCCAAAT - = = = = = = & o s e m o m e f e o ot e f o e f e o m f e m et e m e o e f et o et ot e f e o f t et ot e m et f f e oo it e et e i oo e oemeeoaomaoooo
------------------------------------------------------------ ATCCAAATGGCTACATCTTAATTTTTGACTTATAT --=-«----=-----ACGTGTTGGAACTAAAGACACC------=-------CTAATGTTTATTTTA
ACTTATTATTATTAATTTTGTAATTTAAAATTAAATACTAATCCCAAAT - - - - o o m i e e it TATCAAARTTT-ATCCATRTATTAATCGGATAAAGACHTG- - - - - - - TETTllcAclicacccaccaacTTTCEIARCTAARTTA
ACTTTTTATTGTTAATTTTGTACCCTAAAATTAAATAGHABATCCRATAT -« -« v e e BrATCAATTTE-ATTCATARCTTGATCAGATAAGCACGHR- - - - - - - TTGACHCCTACATGCGGAATCTTAATATTBATTTA

ACCTTTTATTATTGATTTTGCGCTTTAATATTAA————TAAATICCAATT --------------------------------------------------------------------------------------------------------------
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.bed _uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.f:
size: 11246bp; fragments: 40781; full length: 0 (>=10121.4bp)
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fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa _cl.fa _gs.f
size: 11785bp; fragments: 28246; full length: 0 (>=10606.5bp)
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divergence to consensus (%)

TE: md_ 1 family 84 Before TEtrimmer 1255 bp

size: 1255bp; fragments: 24; full length: 10 (>=1129.5bp)
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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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sensus before TEtrimmer (bp)
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