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.b.bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa _aln.fa _cl.fa _gs.fa ce After TEtrimmer 1746 b P

size: 1746bp; fragments: 450; full length: 3 (>=1571.4bp)
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size: 2124bp; fragments: 337; full length: 0 (>=1911.6bp)
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TE: rnd_5 family 16921
size: 563bp; fragments: 228; full length: 18 (>=506.7bp)
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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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consensus before TEtrimmer (bp)

Dotplot

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

/
500 / 4
7 Y
400
v s s p
300 / y
e Y /

200 y y

100 7
0 | | |
0 500 1000 1500

TE consensus after TEtrimmer (bp)



