Start crop Point End crop Point

1 MSA length = 11281 1
TTGCATCTTTTGTATTTAAG- = = = = = = = - - AAACCAARTCTAAGGGGAAGGGTTGTGCGGCAGATCCGGCGTAGGGGATTTTTGGGACCCTTACGAATAA - = - = - = - & - & oo s o f ot ot L L L Lo ...
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-------------------- TTTCGACGCCAAACCARAR- - - - -« v ... - TTGCAATACCAGGAAGAGGTCTTTTTCATTTTAATAGAATGCCATTTGGCCCATATTGTTTTTTTCAGTGAATTAAAATTTTTGGTTAAAGTCAACTAAA
-------------------------------------------------------------------------------------------------------------- TTGCAATACCAGGAAGAGGTCTTTTTCATTTTAATAGAATGCCATTTGGCCCATATTGTTTTTTTCAGTGAATTAAAATTTTTGGTTAAAGTCAACTAAA
TTGCATCTTTTGTATTTAAGCTTAGACGTTAAACCAAATCTAAGGGGAAGGGTTGTGCGGCAGATCCGGCGTAGGGGAT TTTTGGGACCCT TACGAATAA - - = = = = = = = & & = & & o o & o oo oo oo o oo oo oo oo oot o oo b o o o oot oot ottt ot oo oo e oo ot oot e mi oo oo
TTGCATCTTTTGTATTTAAGCTTAGACGTTAAACCAAATCTAAGGGGAAGGTTTGTGCGGCAGATCCGGCGTAGGGGAT T TTTGGGACCCT TACGTATAA - - = = = & = & o o o o o m o o o o e o o o e f o o o o e o o e f o e d o e o f e e e o e o e e e e oo s GTIAITTAAAATTITTITTT -------------
-------------------------------------------------------------------------------------------------------------- TTGCAATACCAGGAAGAGGTCTTTTTCATTTTAATAGAATGCCATTTGGCCCATATTGTTTTTTTCAGTGAATTAAAATTTTTGGTTAAAGTCAACTAAA
-------------------------------------------------------------------------------------------------------------- TTGCAATACCAGGAAGAGGTCTTTTTCATTTTAATAGAATGCCATTTGGC- - - - - - - - - - - - TTTCAATJAAATAAAATTTTTG- - - AAACACAACGAGA

-------------------------------------------------------------------------------------------------------------- TTGCAATACCAGGAAGAGGTCTTTTTCATTTTAATAGAATGCCATTTGGCCCATATTGTTTTTTTCAGTGAATTAAAATTTTTGGTTAAAGTCAACTAAA
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] uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se After TEtrimmer 11281 bp

size: 11281bp; fragments: 490; full length: 1 (>=10152.9bp)
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75 fastab.bed ufbed g Lbed fm Lbed 0 0 bcinfa anfa clfa After TEtrimmer Extended plot Blue lines are boundaries

size: 11595bp; fragments: 622; full length: 1 (>=10435.5bp)
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divergence to consensus (%)
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TE: Itr_1 family 975

size: 14301bp; fragments: 642; full length: 1 (>=12870.9bp)
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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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