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MSA length = 5161

T---T CG——TA TCCCCACCAATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT ---------- TTTCCGGCACAGGACGGCCCCTTAGCAAGGAAAAAAAAAAAAAGT

T-- —T. I PG— -CA TCCCCACCAATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT------=--- - TTTCCGGCACAGGACGGCCCCTTAGCAAIGAAAAAAAAAAAARTA
Y [ TTTCCGGCACAGGACGGCCCCTTAGCAAGGAAAAAAAAAAAAAAAAAAAA
---------------------- CCCCACCAATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGGTGCTT----------TTTCCGGCACAGGACGGCCCCTTAGCAAGGAAAAAAAAAAAAAAA - - - AA
L TTTCCGGCACAGGACGGCCCCTTAGCAAGGAAAAAAAAAAAAAAA - - - - - - - - - -

GCCCCACCAATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT--------- - TTTCCGGCACAGGACGGCCCCTTAAAIAAAAAAAAAAAAAAAAAAAA
------------- TATA ————————————————————————————————————————————————————————————TTTCCGGCACAGGACGGCCCCTTAGCAAG.IAAIAAAAIAAAITTAAAAA

T_TICTAATA TCCCCACCAATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCT T----nmnn-- TTTCCGGCACAGGACGGCCCCTTAGCAAGGAAAAAAAAAAAAGAAAAAA
------------- TATA

T-CIAICGTATA

> > > > > 0O 0O > >



Start crop Point End crop Point
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2d_fm_1.bed 0_0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf After TEtrimmer 5161 bp

size: 5161bp; fragments: 7427; full length: 53 (>=4644.9bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 5473bp; fragments: 7427; full length: 47 (>=4925.7bp)
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TE: nd 4 famiy 1622 Before TEtrimmer 4098 bp

size: 4098bp; fragments: 8339; full length: 71 (>=3688.2bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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