Start crop Point End crop Point

1 MSA length = 13978 1
AGTAGTCATGGHG CACCTTAGACCAAGGTCAACCCCCATTTTITCCCTA ------------------------------------------------------------
AGTAGGCAT TG

CACCTTAGACCAAGGTCAACCCCCATTTTTTCCCT A = = = = = = = mm m o m e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e n o s
AGTAGGCATGG CACCTTAGACCAAGGTCAACCCATATTTTTTCCCT A = = = = = = = m m m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m o
AGTAGGCATTG CACCTTAGACCAAGGTCAACCCCCATTTTTTCCCTA----=- - - - GGAGTAATATAATATATT T TATTATTTTAA - = - - m mmm e e e e e e o
AGTAGGCATTG CACCTTAGACCAAGGTCAACCCCCATTTTTTCCCTA - -~ ===~ - - GGAGTAATATAATATATTTTATTATTTTAAA - - - = = s mmmm e e e e o o
AGTAGTCATGG CACCTTAGACCAAGGTCAACCCCCATTTTTTCCCT A = = = = = = = m m mmm e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o
AGTAGTCATTG CACCTTAGACCAAGGTCAACCCATATTTTTTCCCT A = = = = = = = m m m e e e e e m e e e e e e e e e e e e e e e e e e e e e e e e e e e o s
AGTAGTCATGG CACCTTAGACCAAGGTCAACCCCCATTTTTTCCCT A = = = = = = = m m mm e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o s
AGTAGGCATGG CACCTTAGACCAAGGTCAACCCATATTTTTTCCCT A = = = = = = = mm m e m e e e e m e e e e e e e e e e e e e e e e e e e e e e e e e e e o s
AGTAGGCATGG CACTTGAGACCAAGGTCAACCCATATTTTTTCCCTA---------- GGAGTAATATAATATATTTTATTATTTTAAATCTTTTTTT------- - - -
AGTAGGCATGG CACTTGAGACCAAGGTCAACCCATATTTTTTCCCTA - - === - - - - GGAGTAATATAATATATTTTATTATTTTAAATCTTTT T --mcmmmmmm - -
AGTAGGCATGG CACCTTAGACCAAGGTCAACCCCCATTTTTTCCCTA---------- GGAGT-ATATAATATATTTTATTATTTTAAATCTTTTTTTTTGTATATAA
AGTAGTCATGG CACCTTAGACCAAGGTCAACCCCCATTTTTTCCCTA---------- GGAGTAATATAATATATTTTATTA-TTTAAATCTTTTTTTTTGTATATAA
AGTAGGCATGG CACTTGAGACCAAGGTCAACCCATATTTTTTCCCTA---------- GGAGTEATATAATATATTTTATTA-TTTAAATCTTTTTTTTTGTATATAA
AGTAGGCATGG CACTTGAGICCAAGGTCAACCICCATTTTITCCCTA ------------------------------------------------------------
------------ AGTAGGCATT CACCTTAGACCAAGGTCAACCCCCATTTTTTCCCTA----------GGAGTAATATAATATATTTTATTATTTTAAATCTTTTTTTTTGTATATAA

TTT AGGTIEAAAGETATATET - - - - - - - AGTAGGCATT CACCT TAGACCAAGGTCAACCCCCAT TT T T TCCC T A= = = = = = 5 s s o e e e e e o o o e e e e o o o e e e o o e e e e o o o e e e e oo m e e e oo e e oo
TTT ---ATHA AGTAGTCATGG CACCTTAGACCAAGGTCAACCCCCATTTTTTCCCTA--=-=-=-=-=---- GGAGTAATATAATATATTTTATTATTTTAAATCTTTTTTTTTGTATATAA
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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.
size: 13978bp; fragments: 9161; full length: 0 (>=12580.2bp)

divergence to consensus (%)
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.fasta.b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs

divergence to consensus (%)

size: 14248bp; fragments: 8736; full length: 0 (>=12823.2bp)
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TE: rnd_5 family 7375

size: 5888bp; fragments: 10720; full length: 15 (>=5299.2bp)
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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)
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