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size: 8305bp; fragments: 166; full length: 0 (>=7474.5bp)
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After TEtrimmer 8305 bp
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d g Lbed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 bcinfa a After TEtrimmer Extended plot Blue lines are boundaries
size: 9340bp; fragments: 166; full length: 0 (>=8406bp)
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divergence to consensus (%)

TE: Itr 1 family 71

size: 209bp; fragments: 21; full length: 18 (>=188.1bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

?RFlO ORF2 } RF5

ORF1 ORF9 ORF8 ORF7 ORF6 ORF3
— — — — —
Retrotrans gag z RVT 1 Integrase, H2C2
e — —
z RT _RNaseH 2 rve
) — —)

0 1000 2000 3000 4000 5000 6000 7000 8000



1sus before TEtrimmer (bp)

Dotplot

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