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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 9494bp; fragments: 56; full length: 0 (>=8544.6bp)
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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: 10756bp; fragments: 44; full length: 0 (>=9680.4bp)
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TE: It 1 famiy 110 Before TEtrimmer 239 bp

size: 239bp; fragments: 11; full length: 10 (>=215.1bp)
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After TEtrimmer ORF and PFAM domain plot

RF17
— — ~ -
RF18 RF16 RF14 RF12 RF11 RF10 CiFZ’
RF19 ORF3

DUF1759 RVT 1 Integrase, H2C2 DUF5611

—) — =
Pepﬁdase_Ai7

ORFs
PFAM domains

0 2000 4000 6000

8000




1sus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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