Start crop Point End crop Point

TATT ATGTGTTAGGGCCCTAAAAIAIA
TATTE - - - - - - - - - - - - - __ AAGAAGAAA
............... AAGAAGAAA
............... AAGAAGAAA

ATAAAAACGTTAAAG
ATGGAAACGTTAIAG

1 MSA length = 10082 1
AATTTTGTAAATACATTTAACACGTATTTCAATTACAGTCTTTAAGAAAT - - - == - - - - - TTIABGGTACTGCATCAAGAAAATTAIITGTGTATTTTCAGTGCGTTTAGT

A

ABGGTACTGCATCAAGAAAATTAMTGTGTATTTTCAGTGCGTTTAGT

ABGGTACTGCATCAAGAAAATTAMTGTGTATTTTCAGTGCGTTTAGT

ABTAAAGAACCTAAATCTAATATEICGTATGAGTACAGTTTGTATAGT
AATTTTATGAAT-TTTATITCITA.TCAITCAC.TTTTTA.AAAT ---------- TTIABGGTACTGCATCAAGAAATTTAMITGTGTATTTTCAGTGCGTTTAGT

ABGGTACTGCATCAAGAAAATTATGTGTATTTTCAGTGCGTTTAGT@A- - - - - - - - - -

ABGGTACTGCATCAAGAAAATTATGTGTATTTTCAGTGCGTTTAGT@A- - - - - - - - - -

A

ABGGTACTGCATCAAGAAATTTAMTGTGTATTTTCAGTGCGTTTAGT@A- - - - - - - - - -
AATTTTGTAAATACATTTATCTCGTATTTCAATCACAGTTTTTAAGAAAT - - - == - - - - - CTEABMTAAAGAACCTAAATCTAATATEICGTATGAGTACAGTTTGTATAGTIATAAAAACGTTAAAG
------------ ACATTTATCTIRGTATTTCAATCACAGT TTTTAAGAAAT « -« -« o c o m o s o e o m oo oo oo - - - BATGGAAACGTTAIAG
TAAAGAACCTAAATCTAATATICGTATGAGTACAGTTTGTATAGT ATAAAAACGTTAAAG

CATTERTTTTCTATACATCCTGTATAAAAA

AATTTTGTAAATACATTTAACACGTATTTCAATTACAGTCTTTAAGAAAT - - ===« - = - TT GGTACTGCATCAAGAAAATTARTGTGTATTTTCAGTGCGTTTAGT

------------ ACATTTATCTCGTATTTCAATCACAGT TTTTAAGAAAT = = = = =« & @t m ot m ot m ot m e @t f ot &t f it f i e e f e m i e e i e m o e mameema o
GGTACTGCATCAAGAAATTTARTGTGTATTTTCAGTGCGTTTAGTBA - - - - - - - - - -
TAAAGAACCTAAATCTAATATEICGTATGAGTACAGTTTGTATAGTATAAAAACGT TAAAG CATTTTTTCTATACATCCTGTATAAAAA

> > >» >» > >» > > > > > > > > > >

------------------------------------------------------------ cTlA
AATTTTGTAAATACATTTATCTCGTATTTCAATCACAGTTTTTAAGAAAT - - === == - - - CTIAI
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

size: 10082bp; fragments: 13193; full length: 0 (>=9073.8bp)
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sta.b.bed uf.bed g 3.bed fm_ 1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa

divergence to consensus (%)

size: 10267bp; fragments: 8410; full length: 0 (>=9240.3bp)
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TE: rnd_5 family 7375

size: 5888bp; fragments: 10720; full length: 15 (>=5299.2bp)
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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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(windowsize = 25, threshold = 50.00 10/10/25)
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