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AAGTAARIA CTARAARAAR T A - - - - - o oo e e e e e CCAABCTCAACAGAGAAGGCACCTAGGAGGAGCAGGA
AATCIAABACAABACTGGAAA - - - - = - = & - oo s et oLl CCAACCTCAACAGAGAAGGCACCTAGGAGGTGGAGGAECHE- - - - - - - - TATCTAATTCTT
TAAAATAAATG ACACCGTGGTATTAGCAGAATCCGAAGACAGCTGCAAACCTAATGGACAAACTGAC- - - - -~ - - - CCAACCTJJAACAGAGAAGGCACCTAGGAGGAGJAGGA TT------ TACCTAGTTTTC
TAEIGTTAAIG GTTAAIiAT CTCTJTGTTACTAGCAGAATCCGAAGACAGCTGCAAACCTAATGGACAAACTGAC- - - - - - - - - - CAAATCTCAACAGAGAAGGCACCIJAGGGGGAGGAGGA TTAAATTG TATCTAATTTTT
GrBAAAAAATCEGAAAATEATAGCHETAGAARGCEECTEEARTTAARAATG - - - - - - oo CCAACCTCAACAJJAGAAGGCACCTAGGAGGTGGAG- - - - - - TTTATTCARANG TG AATEE THET - - - - - - -
TAAAATAAATGEAAAAATTATA ACACCGTGGTATTAGCAGAATCCGAAGACAGCTGCAAACCCAATGAACAAACTGAC- - - - -~ - - - CCAACCTCAACAGAGAAGGCAJCTAGGAGGAGGAGGA TTAGATTA -ATAGAATTTTT
TA.GAAATTT GAAAAGTATABACAABATIAAAA AT TR A TAATI - - - - - - - - - - oo oo e CCAACCTCAAIAGAGAAGGCACCTAGIAIGAGCAGGA TTAAATTA ATCTAACTTTC
TAAAATAAATGEAAAAATTATA ACACTGTGGTATTAGCAGAATACGAAGACAGCTGCAAACCTAATGGACAAACTGAC- - - - -~ - - - CCAACCTCAACAGAGAAGGCACITAGGGGGAGGAGGA
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d_uf.bed g 3.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa ce.fa I After TEtrimmer 782 b P

size: 782bp; fragments: 756; full length: 195 (>=703.8bp)
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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 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1096bp; fragments: 726; full length: 0 (>=986.4bp)
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divergence to consensus (%)

TE: rnd_5 family 1796

size: 361bp; fragments: 676; full length: 353 (>=324.9bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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