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1 MSA length = 1002
CAGAATGAAGCTAACGACTCTTTCGAAACGACGACGCGCCGAGTAAAAGC = = = = = = = = = = m m o m o e m o e m e e e ot m et e m e i e o e e e e mameaoemeaoeaam o CCATGAGET - - - - mm oo
CAAAATGAAGCTAACGACTCTTTCGAAACGACGACGCGCCAAGTAAAAGC = = = = = = = = = = s m o m e m e e m e e oot m et e m e m i e o e e e e mameacemeaaemam o ACATGT- - - - - - TT ATETACEBTCTTCCCTTTAAG
CAAAATGAAGCTAACGACTCTTTCGAAACGACGACGCGACAAGTAAAAGC = = = = = = = = = = s m oo e m o m e m e e ot m ot fm e i e o e e i e mameeoemeaaeaam o A ATT'GTTTITIACTTIC!ITTTAAT
CAAAATGAAGCTAACGACTCTTTCGAAACGACGACGCGCCAAGTAAAAGC = = = = = = = = = = s m o m e m o f e m e e ot e et e et e i e o e e i e mameeoemeaoemam o ATTCGAACC G- - - - - - oo e oo o - ctTccacT TEEMG
CAAAATGAAGCTAACGACTCTTTCGAAACGACGACGCGCCAAGTAAAAGC = = = = = = = = = = s m o e m e m e f et ot e m o e et e i e o e e e e mameaoemeaaemam o A TTRERARTCPATTACTCCCACTTTIRET
-------------------------------------------------------------------------------------------------------------- G TTRCEMAGTEBBATTT---CTAC-------
-------------------------------------------------------------------------------------------------------------- G TEACT TABTTGCTTCGTRTRCIT ARG
-------------------------------------------------------------------------------------------------------------------- G TH-TT e e
------------------------------------------------------------ AATCAGTAAGCAATATACAAACAGGCACTTTCAAACAAATJAAAGTCAGTIIAGCAAT ARMIA THATTEEMMAATTTACTT- - -CCAC- - - AAT
-------------------------------------------------------------------------------------------------------------- AccTAfA TRACT GICIi———————————TIAAT
------------------------------------------------------------ AATCAGTAAGCAATATACAAACAGGCACTTTCAAACAAATGAAAGTCAGTIAGCAATA TRATTEMGAAMTTHCTT---CcCAC---AAT
THRRC THRBB TATC - - = - - === === - === T
TETCT TATTRGCTT - cac i
TAATTREGAABTTACTT - - -CTAC- - -AAT

------------------------------------------------------------ AATCAGTAAACAATATACAAACAGGCACTTTCAAACAAATGAAAGTCAGTIIAGCAATARRA TRATT AABTTACTT---CCAC---AAT
------------------------------------------------------------ AATCAGTAAGCEATATAJAAACAGGCACTTTCAAACAAATGAAAGTCA - - [JIAGCAATARA THRATT AATTTACTA- - -CCAC- - - AAT

------------------------------------------------------------ AATCAGTAAACAATATACAAACAGGCACTTTCAARICAAATGAAlGTCAGTAGCAATARRANCIEEERE B " THlAATTTACTT---ccAcC- - -AATH
------------------------------------------------------------ AATCAGTAAGCAATATACAAACAGGCACT = - = = = = = = = = = o s o e o e o e m e o e e e o e f e et ot e e e e e e e oo oo oo ooooo-o-
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1002 b P

size: 1002bp; fragments: 86; full length: 0 (>=901.8bp)
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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)



fastab.bed ufbed g Lbed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 1294bp; fragments: 30; full length: 0 (>=1164.6bp)
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divergence to consensus (%)
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size: 502bp; fragments: 114; full length: 7 (>=451.8bp)

TE: rnd_4 family 684
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After TEtrimmer ORF and PFAM domain plot
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ORF1

ORF2

Bl ORFs

B PFAM domains

100

200

300

400

500



[E consensus before TEtrimmer (bp)
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