Start crop Point End crop Point

1 MSA length = 189 1

TATAATAATTAGTA- - - - - - - AGCTGGTTT-TTCCCACAAGCATCCAAACC G-GTTTTCIGATGCTGTGGGAA AAACCT - = == = = - - -
TATAAT———TAATAATAGAAAAGCTGGTTTGTTCCCACAAGCATICAAACC GACAGTT- - - -GATGCTITGccaAMGAACCTARAT - - - - - - - - - -
L S GGTTTGTTCCCACAAGCATCCAAACC GACAGTTTTCTGATGCTHTGGGAAMAAACCTA

-------------------------------------------------------------------------- GGTJTGTTCCCACAAGCATCCAAACC GACAGTTTTITGATGCTGTGGGAARGAACCTA -
--------- AAIT - - Cmmmmmmm e e e s —GGTTTGTTCTCACAAGCATCCAAAIC GACAGTTTI!TGATGCTGTGIGAA e e
CTABTCGCAAATT ATHEA TGTAAT - - - TAATAATAGAAAAGCTGGTTTGTTCCCACAAGCATCJAAACC GACAGTTTTCTGATGCTGTGGGAARAAACCTAR- - - - - - - - - oo oo
CAATTCAC-=-------- - 0 GGTTTGTTCCACAANCATCCAAACC GACAGTTTTCTGATGCTGTGGGAA
TTAATCGCAAGT - 0 GGTTTGTTCCCACAAICATCCAAACC GACAGTTTTCTGATICTGTGGAAA
------------------------------------- G------ —GITTIGTT.CACAAGCATCCAAACC GAﬂTTTTCTGAI!-CTGTGGAAA

------------------- AATTAAJAATAGAAT - - - -GGTTTGTTCCCACAAGCTCCAAACC GAABTTTTCTGATITGTGGGAA

GGTTTGTTCTCACAAGCATCCAAACC
AT——GITTTGTTCTCAIAAGCATCCAAACC
GGTTTGTTCTCACAAGCATCCAAACC
T T AT T & & o o o o o o o o e il GGTTTGTTCCCACAAICATCCAAACC
-------------------------------------------------------------------------- GITTTGTTCCCACAAGCATCCAAAIC

GACAGTTTTCTGATGCTGTGGGAA
GACAGTTTTCTIAT CTGTGGAAA
GICAGTTTTCTGATICTGTGGAAA
GACAGTTTTCTGATGCTGTIGGAA
GACAGTTTTITGATGCTGTGGGAA

TTRTC-------- THRTEE T TR T T8 T A C--AATAATTEATHATCGAAAAGCTGGTTTGTTCCCACAAGCATCCAAACC GACAGTTTTIRTGATGCTGTGGAA LR R e
TTATT- - - -AATT AATATAAATAG - - AAAT TATAATAATTAGRA - - - - - - - AGCTG|TTTGTTCHCACAAGCATCCAAACC GECAGTTTTCTGATGCTGTGHGAARGAACCT - - - - - - - - - TCATTGTAABTART T TRRRART ATT-=---- AG GElGTABE T AT
TAGTTCGAA- - - - A--BTIRETTHE - - BlAA TATAJTACTTAATAATAGATAATTGGTTTGTTCTACAAGCATCCAAACH---------- ATTTTGACAGTTTTCTGATGCTGTGGAAARAAACCTIlIATRITCATCATTTT - BRAART T TIRART AT -CTATTGEEAABEEGETACAGHT AT
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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 189 bp

size: 189bp; fragments: 99; full length: 0 (>=170.1bp)
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fastab.bed ufbed g Lbed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries
size: 497bp; fragments: 86; full length: 0 (>=447.3bp)
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TE: rnd_5 family 616
size: 150bp; fragments: 111; full length: 48 (>=135bp)
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[E consensus before TEtrimmer (bp)
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