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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 1496 bp

size: 1496bp; fragments: 153; full length: 0 (>=1346.4bp)
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d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries
size: 2052bp; fragments: 153; full length: 0 (>=1846.8bp)
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divergence to consensus (%)
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TE: Itr_1 family 719
size: 2092bp; fragments: 209; full length: 0 (>=1882.8bp)
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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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