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1 MSA length = 2375 1
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I
MR R e
RO T

(TTATTE

I 10 10 AR AN 1001 OO O O O e e i T
D e T e e M T T O

I}ﬁllllllillll I HIIII%IIIIIIIIIIIIHHIIIIIIIMI]IIIIIII[IIIIIIMIIIIJIIIII]I!I]I]I.IIIII|[II VAT R L e RTRRY R AR IIH{IIIIIHI

hllﬂllllllllmlmlmllllIIIIIIIIIIIIIIIIIIIII[IIIIIII]IIIIIIIIIIIIIIII]IIII]IIIIIIII-IIIIIIllIIIIIIII LR TPNTERE TR i TORHT FRT T T IIHIIIIIIIIIIIII]H{{IIIIIIII

L0 A T N T S M O N Y T N Tl
MO RRAE I A L1 T T

0 500 1000

1500 2000 2500



d_uf.bed g 2.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa gs.fa ce.fa I
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size: 2375bp; fragments: 783; full length: 21 (>=2137.5bp)
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After TEtrimmer 2375 bp
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fastab.bed ufbed g 2.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 2712bp; fragments: 712; full length: 14 (>=2440.8bp)
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divergence to consensus (%)
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TE: rnd_4_ family 3624
size: 745bp; fragments: 659; full length: 147 (>=670.5bp)
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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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Dotplot

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