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1 MSA length = 2089 1
TTGEATAACTACTCAGAGACCAGCAGACAAGATCAATGTATGAAAACATATAAATAGAG- - -------- AAAGATGAACGCCTACGCAGGAATCTGCACGGCACCT TAAGAAGA - = = = = = - m s s o s e e e e mm o m e oo -

TTGEBAA- -CTACTCAGAGACCAGCAGACAAGATCAATGTATGAAAACATATAAATAGAG---=-=-=--~--- AAAGATGAACGCCTACGCAGGAATCTGCACGGCACCTTAAGAAGAAGAATT

T TG AT = - - o o o e e o e e e e A*TIT.AGAG ---------- AAAGATGAACGCCTACGCAGGAATCTGCACGGCACCTTAAGAAGAAGAA - - - - A
--------------------------------------------- TATATAT--------------AAAGATGAAJGCCTACGCAGGAATCTGCACGGCACCTTAAGAAGAAGAATTTA A

C AIATAAC -------------------------------------------------------------------------------------------------------------------- A

---------------------------------------- 0 A
TGA----TTRC AA--TTACGACTTGGCCAGCAGACAAGATCAATGTATGAAAACATATAAATAGAG A
--BaTTTETC ATAACTTCTCAGAGACCAGCAGACAAGATCAATGTATGABAACATETAAATAGAG- - - ------- AAAGATGAACGCCTACGCAGGAATCTGCACGGCACCTTAAGAAGAAGAAGTTA A
THABMGTTTTEC ATAACTACTCAGAGACCAGCAGACAAGATCAATGTATGAAAACATATAAATAGAG - - - - - - - - - - AAAGATGAACGCCTACGCAGGAATCTGCACGGCACCTTAAGAAGAAGAATTTA A
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d_uf.bed g 4.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa gs.fa ce.fa I After TEtrimmer 2089 bp

size: 2089bp; fragments: 1472; full length: 48 (>=1880.1bp)
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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)



tasta.b.bed ufbed g 4.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries
size: 2394bp; fragments: 1449; full length: 0 (>=2154.6bp)
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divergence to consensus (%)
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TE: rnd_4 family 1612

size: 900bp; fragments: 2; full length: 0 (>=810bp)
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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)
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