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1 MSA length = 508 1
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-------------------------------------------------------------------------- @rccca------------cCArABAR- - - - - - - - - - AGAATAATGEAATTTTTAAGAGACAAG GljacA
--------------------------------------------------------------------- GETTTTTCCGATTTAAAMAGT TTCCATAAAG - - - - - - o oo s o s o m o m oo oo
A-AAACTTC------- TTGTAT TOBAAAATIA - - - - - e e AGAATAATGIJAATTTTTAAAAGACAAGGAGCTJAAGAT
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----- AAAATT -[ITTGATTTTRTTATTTGAAAATAAAAAGGTTCTGAATAAAACTGRTTTTTCCGATTTAAACAATTTCATAAAR- - - - - - - - - - AGAATAATGCAATTTTTAAAAGACAAGGAGCTAGAAGATGCCTTCACCAAGT ATcAAlcTGCAAAA
I --------- GTTRATT T T TR T TORGGAARAA - - - - - e oo AGAATAAT = = = = s = m e e e e e e e e e e e AC A——ATkIGCAAA
ABBAAAACATTC- - - - - - - TTHT TATCTGAAAA - - = - = - == = = = - - AATAAAAAAGECACTTTTGAGTAAAACAAT TTCCATAAAG - - = - - < - - s oo ottt



Start crop Point End crop Point
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 508 bp

size: 508bp; fragments: 125; full length: 21 (>=457.2bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



tastab.bed ufbed g 2.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 816bp; fragments: 112; full length: 0 (>=734.4bp)
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TE: rnd_5 family 8967
size: 790bp; fragments: 194; full length: 13 (>=711bp)
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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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[E consensus before TEtrimmer (bp)

700

600

500

400

300

200

100

0

Dotplot

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

/

0 100 200 300 400 500

TE consensus after TEtrimmer (bp)



