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MSA length = 968 1
COTIE - - - - - - - - - - - - oo GTGTTGCGAGACTTGGCATTTTTTTACATTCTATCRTTTTGATGGGATCT TAARITTTTTARET TH T EACTTAA \BWAREGE - - - - - - - - -----------
ETGITIGATTGTTTTAAAAATTTTGATTTTTATATAAAGGCCCATCTATCTAAAAT ---------- GTGTTCGAGACTTGGCATTTTTTTACATTCTATGTTTTTJATGGGA- - - - - - - - - - - THA AATG" " AGAATTTAATGAAT - -------
-------------------------------------------------------------------------------- ATGTTGCGAGACTTGGCARTTTTTTACETTCTATGTTTTTGATGGGATTTATATATTTTA C TTCAClTTAT
GATTATTTTAAAAATTTTGATTTTTATATAAAGGCCCATCTATCTAAAAT - == == -« - - - GTGTTGCGAACTTGGCATTTTTTJACATTCTATGTTTTTJAAGAATTTATAT C TATGCATTAT
------------------------------------------------------------ GTGTTGCGAGACTTGGCATTTTTTTACATTCTATGTTTTTGATGGGAT - -ATA A T TACAfjATTCC
GATTGTTTTAAAAATTTTAATTTTTATACAAAGGCCCATCTATCTAAAAT - == == -« - - - ATGTTGCGAGAC- = - === - - - TTTTACATTCTATGTTTTTGATAGGAT - -TTGT A T Teeemem -
AAABTGAAATT CAATEE T TCECHA - - - - - - - - - - oo oo GTGTTGCGGACTTGGCATTTTTTTARATTRTATGTTTTTIATARART - -[JTAT A T TTTACATTAT
AAGATGAACATTGGCCHTCIR T - - - - - - - - - - - - - - - o oo oo i o o e e e e et i GTGTTGCGAGACTTGGCATTTTTTTACATTCTATGTTTTTGATGGGAT - - AAGT A  TGTTGTAGCTCTGACTGGGAC - ----- - -
AAATGAGATTTGGCC GATTGTTTTAAAAATTTTGATTTTTATATAAAGGCCCATCTATCTAAAAT - = - == m 2 m e e e e e e o o - GAJJACTTGGCATTTTTTTACATTCJATGTTTTTGATGGGATTTATGT A C TTTGCAAR- -
AAATTGTAATTT-----GCGMICHMM- - - - - - - - = - = = = o s m o oo o e o et et et e et e i e e e GTTTGCGAGACTTGGCA-TTTTTTACATTCTATGTTTTTGAT - - - - - TTTTAT T TTTACAAT - -
GTGTTGCGAGACTTGGCATTTTTTTACATTCATGTTTTTGATGGGAT - - ATGT T ATACATTAT
- - -TAATARBAGGA- - --------CCBGT-----GATTGTTTTAAAAATTTTGATTTTTATATAAAGGTCCATCTATCTAAAAT = = = & - = & = & e m e m o e f e o e o e o f ottt ot e m e e e m e f i f o e e d i e o eoemaeeoaaaa TCCA"  TCCCTCAAATTTGT C--------
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 968 bp
size: 968bp; fragments: 8600; full length: 17 (>=871.2bp)
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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)



ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 1288bp; fragments: 6138; full length: 0 (>=1159.2bp)
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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)



TE: nd 1 family 343 Before TEtrimmer 248 bp

size: 248bp; fragments: 4024; full length: 503 (>=223.2bp)
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onsensus before TEtrimmer (bp)
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