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Start crop Point

1 MSA length = 4043

TGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTRCATGGEAT - - ------- - CCAACGAATTAGTTTTATTTCGCGACGGCTCGACGGCTCC
TTGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTECATGGEAT - - ------- - CCAACGAATTAGTTTTATTTCGCGACGGCTCGACGGCTCC
TTGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTECATGGEAT - - ------- - CCAACGAATTAGTTTTATTTCGIGACGGCTCGACGGCTCC
TGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTECATGGAT - - - ------ - CCAACGAATTAGTTTTATTTCGCGACGGCTCGACGGCTCC
TTGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTECATGGEAT - - ------- - CCAACGAATTAGTTTTATTTCGCGACGGCTCGACGGCTCC
TTGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTECATGGEAT - - ------- - CCAACGAATTAGTTTTATTTCGCGACGGCTCGACGGCTCC

———————————————————————————————————————————————————————————— CCAACGAATTAGTTTTATTTCGCGACGGCTCGACGGCTCC
TTGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTHCATGGEAT - --------- CCAACGAATTAGTTTTATTTCGCGACGGCTCGACGGCTCC
TGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTHCATGGEAT - --=------- CCAACGAATTAGTTTTATTTCGCGACGGCTCGACGGCTCC
TTGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTECATGGHEAT - --------- CCAACGAATTAGTTTTATTTIGCGACGGCTCGACGGCTCC
TGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTHCATGGEAT - --=------- CCAACGAATBAGTTTTATTTCGCGACGGCTCGACGGCTCC
TTGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGTTECATGGHEAT - --------- CCAACGAATIAGTTTTATTTCG ———————— CGACGGCTCC
TGTTGAAATGTAGCCCAAAITATTGTACACGCCACTGTGTT CATGGHEAT - --------- CCAACGAATTAGTTTIATTTCG ———————— CGACGGCTCC

TGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGT TBCATGGRIAT - - - - - - - o oo oo o i it oo
TTGTTGAAATGTAGCCCAAAATATTGTACACGCCACTGTGT TBCATGGRMAT = = - = = & = & & o & oo o o o ot o oo oo i oot oiio oo
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End crop Point
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)
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d g 2.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 4344bp; fragments: 205; full length: 0 (>=3909.6bp)
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TE: Itr 1 family 527 Before TEtrimmer 2440 bp

size: 2440bp; fragments: 92; full length: 1 (>=2196bp)
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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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