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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 3360 bp

size: 3360bp; fragments: 273; full length: 0 (>=3024bp)
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| ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries
size: 4277bp; fragments: 276; full length: 0 (>=3849.3bp)
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divergence to consensus (%)

TE: Itr_1 family 547

size: 4275bp; fragments: 990; full length: 1 (>=3847.5bp)
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After TEtrimmer ORF and PFAM domain plot
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