SLdlt LTvpy Ul v Livpy rultic

1 MSA length = 741 1

AGTTCTGACATTTCTGAATGGCCAGCACTAGTTCTGCTTGTTTTACAGCCTCCCAAACCAAATAAAGAGTAGGGTT -=-=-=-=-=-=---- CGTATTTTTTTCGGGCATTGTCCGAATTCGACTATTGAGCGTAACATATATA
AGTTCTGACATTTCTGAATGGCCAGCACTAGTTCTGCTTGTTTTACAGCCTCCCAAACTAAATAAAGAGTAGGGTT -=-=-=-=-=-=---- CGTATTTTTTTCGGGCAITGCCCGAITTCGACTATTGAGCGTAACATATACA
AGTTCTGACATTTCTGAATGGCCAGCACTAGTTCTGCTTGTTTTACAGCCTCCCAAACCAAATAAAGAGTAGGGTT -=-=-=-=-=-=---- CGTATTTTTTTCGGGCATTGCCCGAATTCGACTATTGAGCGTAACAT.ATA
—————————————————————————— ACTAGTTCTGCTTCTTTTACAGCCTCCCAAACCAAATAAAGAGTAGGGTT-==-=-===-=--- CGTATTTTTTTCGGGCATTGCCCGAATTCGAITATTGAGCGTAACITATATA

-------------------------------------------------------------------------------------- CGTATTTTTTTCGGGCATJGCCCGAATTCGACTATTGAGCGTAACATATACA
-------------------------------------------------------------------------------------- CGTATTTTTTTCGGGCATTGCCCGAATTCGCTATTGAGCGTACATATATAN- - - - - - - - - - - -
-------------------------------------------------------------------------------------- CGTATTTTTTTCGGGCATTGTCCGAATTCGACTATTGAGCGTAACATATACA
AGTTCTGACATTTCTGAATGGCCAGCACTAGTTATGCTTGTTTTACAGCCTCTCAAACCAAATAAAGAGTAGGGT T --=------ - CGTATTTTTTCGGGCATTGCCCGAATTCGACTATTGAGCGTAACABATACA
-------------------------------------------------------------------------------------- CGTATTTTTTTCGGJCATTGCCCGAATTCGACTATTGAGCGTAACATATACAN- - - - - - - -
GTTAGTAGCATGT TTTGT TAATAAGC - = = = = = = = = & o s m s o mm e m ot e f e f o f ot e f o fm e e e i e o eoemeaoeoamaa o CGTATTTTTTTCGGGCATTGCCCGAATTCGACTATTGAGCGTAACATATACA
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End crop Point

Start crop Point
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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. After TEtrimmer 741 bp
size: 741bp; fragments: 418; full length: 0 (>=666.9bp)
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fastab.bed ufbed g 2.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1052bp; fragments: 411; full length: 0 (>=946.8bp)
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TE: md_5. family 1119 Before TEtrimmer 1325 bp

size: 1325bp; fragments: 1575; full length: 1 (>=1192.5bp)
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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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[E consensus before TEtrimmer (bp)
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