Start crop Point End crop Point

1 MSA length = 7403 1
-------------------------------------------------------------------------------------------------------------- ACATGTACATTTTTTACCCAAGTGAGACACCCCTCG === =-==--=--==AA--------

------------------------------------------------------------------------------- ACATGTACATTTTTTACCCAAGTGAGACACCCCTCGIAAAAIEGTAATATAAIAI— S
GAAAATAAGA CGAGGGGTGTCTCACTGTTGGAATTACATG - - - -~~~ - - ACATGTACATTTTTTACCCAAGTGAGACACCCCTCGTAAAACHGTAATATIAAAAAA- - - A
CGAGGGGTGTCTCACTGTTGGAATTACATG - - === - - - - ACATGTACATTTTTTACCCAAGTGAGACACCCCTCG- == === === ==~ - AAAA - - -AGTA
---------- CGAGGGGTGTCTCACTGTTGGAATTACATG= =« -« - - - - -ACATGTACATTTTTTACCCAAGTGAGACACCCCTCORBA---------------oc---GTA
CGAGGGGTGTCTCACTGTTGGAATTACATG - - -~ - -~ - - ACATGTACATTTTTTACCCAAGTGAGACACCCCTCG- - - - - CATTA-TATAAAAAAAARTA
-------------------------------------- CGAGGGGTGTCTCACTGTTGGAATTACATG——————————ACATGTACATTTTTTACCCAAGTGAGACACCCCTCG—————IATIAATITI————AAAGTA
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AAAAATAAAA CGAGGGGTGTCTCACTGTTGGAATTACATG - - === - - - - ACATGTACATTTTTTACCCAAGTGAGACACCCCTCGTARBBA- - - -« ------momam -
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------- AIA CGAGGGGTGTCTCACTGTTGGAATTACATG------- - - —ACATGTACATTTTTTACCCAAGTGAGACACCCCTCGTHCAG.GTATAAAAA— -TGTA
AAAARTAAAT CGAGGGGTGTCTCACTGTTGGAATTACATG - - -~ - -~ - - ACATGTACATTTTTTACCCAAGTGAGACACCCCTCGTIRAA
CGAGGGGTGTCTCACTGTTGGAATTACATG---------- ACATGTACATTTTTTACCCAAGTGAGACACCCCTCGT—AAACAGTA—TATAAIAACA— - —AIA-TTA.TITT.GIAA— - —IAGIT.T-
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CGAGGGGTGTCTCACTGTTGGAATTACATG - - - - - -~ - - ACATGTACATTTTTTACCCAAGTGAGACACCCCTCGTAA
CGAGGGGEGTCTCACTGTTGGAATTACATG - - = - = - = - - - ACATGTACATTTTTTACCCAAGTGAGACACCCCTCGTA
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.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa aln.fa_:

divergence to consensus (%)

size: 7403bp; fragments: 49461, full length: 2 (>=6662.7bp)
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2d g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm _2.bed O O bcIn.fa

divergence to consensus (%)

size: 7714bp; fragments: 48729; full length: 1 (>=6942.6bp)
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TE: rnd_5 family 51
size: 1823bp; fragments: 202; full length: 11 (>=1640.7bp)
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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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onsensus before TEtrimmer (bp)
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