Start crop Point End crop Point

1 MSA length = 229 1

lﬁ ------------------------------------------------------------- ITCTTTiIGATTAA— - - AAARIIATGGTA CTGCGGARAAAATTATTTT
A C

ATTC

ATTTTTAAAAA-C—GAAGGTAACTITITA

T

------------------------------------------------------------ GTTCTTTCTATTATGAGAAAAAATITATGRCTGCGGAAAAAATTGTTTT ATTC ATTTTAAA- - - - - - - CGAAGITIRACTATATA
ATAATCGAAAATAAATAATTTTTATAAAA-TTTTTCTATTCTACGGTTTACAA- - - -« - -~ - - TTCTTTCCGATATGRCAAAAAATGGTATGRCIGTGGAAAAAATAATTTT ATTCGCCATTTTAAGA CCGAAIGTAACTATATA
AIAA ---------- ATAATTTTTATAAAAATTTTTTCTAITCTAIGGTITACAA ---------- GIT-TCCGAT AAAAGAAAAAATIGTAT CTGCGGAAAAAATAGGTTT ATTCGCCATTTTTIAGAA TCGAARGTGEBEITATATA
ATAACCGGCAATEBAACAA- - - - - - oo - - TTTTTTCTATTCTACAGT T TGBAA- - -------- GTTCTTTCCGATTEAGACAAAAARTG - TATGRTTGClAAAAARTAGGTTT CATTIITTEAAAA TCGAAMIGTGACHATATA
ATAATCGGAAABAAACAATTTTTATAAAAARTTTTTCTATTRTBCGGTTTACAA- - - - - - - - - - BrrCcTTTTCTATTATGACAAAAAATGGTATGRTTGC - MBAAJAATAGGTTT ATTCGCHATTTTAAAAA CT TGACTATATA

------------------------------------------------------------ GTTCTTTCIGATTATGAIAAAAAATIGTATG TTGTGEAAAAAATAGTTTT ATTCGCHATTTIIAAAGAA T—GAAGGTGAIT.AIA
ATAGTTAGAAATAAACAATTTTTATAAAA-TTT TBCT AT TCTACGGT T TACAA - - < -« - s - e m ottt oo AffTcccaTTTTTAAARA CCGAIGGTGACTATATA

------------------------------------------------------------ GTICTTTCCGATTATAACAAAAAATGGTAT TTITIGIAAAAATAGGIET ATTC CCATTTTTIAAAA CCGAAGGTGACT

TTGTGGEAAAAATTGTTIRT ATTC CCATTTIAAAAAA C- G GGTGACTETATA

............................................................ ITTTTTTCCIATTATAICAAAIAATIGTATG

------------------------------------------------------------------ TTTTTTCCGATTATGECAAAAAATGGTATGEBT TGCGGAAAAAATAGTTTT ATTCGCCATTTTTAAAMA CTA AGGTGACTANATA
--------------- ICAA.TTAATAAAIATTTTTTCTATTCTACAITTTAIAA— - -----GTTCTTTTCGATTATGACAAAAAATGGTATGEMTGCGGAAAAAATAGTTTT CCATTTIAAAA TTGAAG TAACTATATA
------------------------------------------------------------ GTTTITITCGATTA AACAAAIAATGGTATG TTGCIGAAAAAATAATTTT CATTTTTAAAAA TCGAAG TGACTATATI
TAAACAATTT - AATAAAAARTTTTTTATCTAC-GTTTACAA- - - - - - - - - GTTTTTTCCGATTTGAGAAAAAATGGTATGETTGCGGAAAAABTAGTTTT ATTGCCATTTTTAAAA TAAAGGTGCTTHET A

T--@a AATCGGAAATAAACAATTTTTAIAAAAAT TTTTC TTCTACGGITTACAA ---------- GTTCITTCCTATTATGAIAAAAAAIG TITG TTGC- - AAAAAATAGGTTT TTCGCCATTITTAAAAA C AAAIGTG CBETATA
TTTRTEA - - - - - - - - - o oo e e e BTTCTTTCCGATTATGACAAAAAATGTATGITTGT - GAAAAAATAGGTTT ATTlcCcCATTTTTAAAA CCAAAGGJAACTATATA
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d uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa s After TEtrimmer 229 bp

size: 229bp; fragments: 1; full length: 0 (>=206.1bp)
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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)



y 968.fasta.b.bed ufbed g Lbed fm Lbed 0 0 belnfa ainfa cl After TEtrimmer Extended plot Blue lines are boundaries
size: 693bp; fragments: 1; full length: 0 (>=623.7bp)
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TE: rnd_3 family 968

size: 327bp; fragments: 4; full length: 1 (>=294.3bp)
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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