Start crop Point End crop Point

1 MSA length = 6646 1
ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA

ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
ACAAGTGATATAJTTTTTTATACAAAAAAATACCAACCAGGTATTTTACAGINGHGE - - - - - - - -

TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA TAA--TTCA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA TAA--TTCA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCTTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - - - - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACAGETERRE - - - - - - - -
TGTTTTGTCTTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACAGETERRE - - - - - - - -
------------------------------------------------------------ ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA e -
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCTTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - - - - - = - - - ACAAGTGATATAT TTTTTATACAAAAAAATACCAACCAGGTATTTTACAKIEIE - - - - - - - -
TGTTTTGTCTTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAITTTTTTATACAAAAAAATACCAACCAGGTATTTTACA --------
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
-------------------------------------------------------------------------------------------------------------- ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - .AAIT.TATAAT-TTATA-AAAI ---------------------
TGTTTTGTCTTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCTTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - - - - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
-------------------------------------------------------------------------------------------------------------- ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATAT T T TAT TATGTACAAAT - = = = = = = = = = m oo m e e e e e e & e o e o e o e o e @ e @ e @ e @ e @ e @ e e e m e @ e @ e @ e @ e @ e e e m e @ m m e e e e e e e e e e e e m o
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAAICAGGTATTTTACA

TAAACAAA
TAAACAAA

> > > » > > > > > > > > > >

TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT ---=-=--=-=--- ACAAGTGATATAATTTTTTATACAAAAAAATACCAAMRCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATAT T T TAT TATGTACAAAT - = - = = = = s s o e o e e o o o e o e o o e e o o e o o e o o e o o o o e o o e oo e m - o - - -
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT ---=-=--=-=--- ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT ---=-=--=-=--- ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT ---=---=-=--- ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACAEIEEERCAA - - - - - AINBABAGEARN - - - - - - - - - - ATTTTT
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT ---=-=--=-=--- ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACAHEGEE - - - - - - - - AAIATITTT
AABEA T

TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT = = = = = = = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACAIEMGEEE - - - - - - - - TTT
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT = = = = = = = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACAISETEEMCAA - - - - - ANMABAGHEARE- - - - - - - - - - ATTTTT
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT = - = = = = = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA -AATA- - -
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = = = = = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA -AATA- - -
-------------------------------------------------------------------------------------------------------------- ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATAT T T TAT TATGTACAAAT = = = = = & & o & o s o m ot & m e & e & f e &t e & f ot &t e &t e &t e & @ e &t e &t e @ f e @t ot @@t & f ot m ot e @ f ot m ot e mf e @ ot mm e @ m ot e m ot e i e mmem o dmmemmeamameema oo
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT = = = = = = = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA

- - -ATAABRBATTTTEH- - - - - - - -

.- - ATAA.ATTTT --------

4 4 4 > > 3 -

TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = - - - ACAAGTGATATAATTTTTTATAC- AAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATAT T T TAT TATGTACAAAT - = = = = = = = = m m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o o -
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA - -ATAAAEATETTT
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA - - —ATAAAIATITTT
TGTTTTGTCGTTTTTAATTATTAAAAA-ATATATTTTATTATGTACAAAT - - - = = = = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA--------------AEBABMGATAM- - - - - - - - - - - oo oo oo oo oo s
TGTTTTGTCGTTTTTAATTATTAAAAA-ATATATTTTATTATGTACAAAT - - - = = = = = - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA--------------AEBABMGATAR- - - - - - - - - - c oo oo e oo oo e o s
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - = - - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAATTTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = - - - ACAAGTGATATAA-TTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAA-TTTTTATACAAAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - == - - = = - - ACAAGTGATATAATTTTTTATAC- AAAAAATACCAACCAGGTATTTTACA
TGTTTTGTCTTTTITAATT - - - - - - - - - ATETATTTTATTATGTACAAAT - - - == - - - - - ACAAGTGATATAATTTTTTATAC- - - AAAATACCAACCAGGTATTTTACA
TGTTTTGTCTTTTRTAATT - - - - - - - - - ATETATTTTATTATGTACAAAT - - - == - - - - - ACAAGTGATATAATTTTTTATAC- - - AAAATACCAACCAGGTATTTTACARM- - - - - ARGGTAGETA-ACAAABRACE T TTIBA- - - - - - - -
TGTTTTGTCTTTTRTAATT - - - - - - - - - ATETATTTTATTATGTACAAAT - - - == - - - - - ACAAGTGATATAATTTTTTATAC- - - AAAATACCAACCAGGTATTTTACARM- - - - - ARGGTAGETA-ACAAABRACE T TTCA- - - - - - - -
-------------------------------------------------------------------------------------------------------------- ACAAGTGATATAATTTTTTATAC- - - AAAATACCAACCAGGTATTTTACA TAATGTTCARMABAGHAGETAAACAAA

-------------------------------------------------------------------------------------------------------------- ACAAGTGATATAATTTTTTATAC- - - AAAATACCAACCAGGTATTTTACA TAATGTTCAREA AGIA TAAACAAA

-------------------------------------------------------------------------------------------------------------- ACAAGTGA------TTTTTATAC- - - AAAATACCAACCAGGTATTTTACA e -
------------------------------------------------------------ ACAAGTGATATARTTTTTTATAC- - - AAAATACCAACCAGGTATTTTACA
TGTTTTGTCTTTTITAATT - - - - - - - - - ATETATTTTATTATGTACAAAT - - - = - - - - - - ACAAGTGATATAATTTTTTATAC- - - AAAATACCAACCAGGTATTTTACA
TGTTTTGTCTTTTRTAATT - - - - - - - - - ATETATTTTATTATGTACAAAT - - - == - - - - - ACAAGTGATATAATTTTTTATAC- - -AAAATACCAACCAGGTATTTTACA
TGTTTTGTCTTTTRTAATT - - - - - - - - - ATETATTTTATTATGTACAAAT - - - == - - - - - ACAAGTGATATAATTTTTTATAC- - -AAAATACCAACCAGGTATTTTACA
TGTTTTGTCGTTTTTAATTATTAAAAAAATATATTTTATTATGTACAAAT - - - - = = = - - - .AAIT.TATAAT-TTATA-AAAI
TGTTTTRTCTTTTTTAATTATTAAAAAATATAT TTTATTATGTACAAAT - = - - - -« o - oo oot oot oL Lo oo __._...._
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 6646bp; fragments: 178; full length: 32 (>=5981.4bp)

divergence to consensus (%)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 6947bp; fragments: 178; full length: 30 (>=6252.3bp)
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divergence to consensus (%)

size: 389bp; fragments: 169; full length: 2 (>=350.1bp)

TE: Itr_1 family 205
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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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'nsus before TEtrimmer (bp)
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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