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1 MSA length = 6684 1
-------------------------------------------------------------------------------------------------------------- GATTTAATAAA - < - = - o o oo o e o oo oo oo eeeececocooooo-o----TCTTCGCGATTAGCCACTAAATTTA- - - - -
TAATABATAATT - - AAATATTATTTTAATTBAATTTCTTAAATCAATGAATGTECTTGTTTGTTT - - AGIAATTTA- - - TTAACT TTAATTATAGT TIIAA - - - - - - oo oottt oo
-------------------------------------------------------------------------------------------------------------- GAG- - - - ----AATAAAATATTTTTAAAAACTAAATATTTTATTTTTTAT - - - - - -TRTT- - - - - - - AAATATATATAG
TAGABAATAATCATAAATATTATTTTAATTBAATTTCT T@IATCAATGGATGTTCTTGTTTGTRTATAACAACT TATTTBTAACT TT - ATTAT - - TTGAA - - - - -« oo o s o s ottt
TAGAA-BTARTT - -BAATATTRTTTTAAGTAATTCTTAA- - - - - - GGGTGTTETTGTTTC@TTATAACEA - - TATTTTTAACT TTAABTAT - - - - GAA- - - - - - oo oo oo
----------------------------------------------------------------------------------------------------------------- TTAATAGAAATAAAAAATTAGTAAGAACAAAATAACTTTTTTTTTATACATCG-GATJGATCACTAAATACACTTAG
TGAA- - =« == - - BaTaTTATT-TRTGTAAARTTCTTAA- - - - - - GGA--TTCTTG-TTGTTTATAACAAT TTATTTTTABCT TTAATTATAG = GAA- - - - -« o - o m o s oo oo
-------------------------------------------------------------------------------------------------------------- GGGCAACAAGAAACACAATAATATGAAAAATAAAATAATTTTTTTTTTATTTA- - - TGATTAATCACTARBBTACATTTGG
TAGTAAATGERTTATAAATABTETTTTA- - - -AATTECTBAA- - - - - - T
TGGAIAATGAACACAAITA!I!ITTTAATIAAAITLTIAAATCAATGAG --------------------------------------------------------------------------------------------------------------------------------------------
-------------------------------------------------------------------------------------------------------------- GAGTTCATAGAAATAAAGTATTATTGAAAACAAACTAATTTTTTTTTTATTCATCGTGATTAATCACCAAATATATTTAG
TAGAAARTAATTGTAAATATTABTTTATTTAAATETTTAACTCAATGGATGTTCRTGTTGTTTATAACAATCTACAGTTAACT TAATTATAGGTIMAA - - - - - - - oo oo e oo
------------------------------------------------------------------------------------ ATTAATTAGAGTTGAA- - - -- - - - - -TAGTTAATAGAAATAAAATGTTATTAAAAGCAAGATGATACTCGTTTTACTCATTTTGATTAATGACTAAATTTTTTAG

TAGAAAATAAATATAAATBTTATT-TAATTAABTTTCT TEEAACAAAGGATGETCTTIRT TTRT T TATIRACAATTTATTTTTAA-ATTAATTAGAGTTGAA - - - - - - - - o« o - ot ottt ...
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 6684 bp

size: 6684bp; fragments: 88; full length: 0 (>=6015.6bp)
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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)
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divergence to consensus (%)
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size: 8589bp; fragments: 88; full length: 0 (>=7730.1bp)
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divergence to consensus (%)
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size: 182bp; fragments: 20; full length: 15 (>=163.8bp)

TE: Itr_1 family 172
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 09/10/25)
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