Start crop Point End crop Point

1 MSA length = 6021 1
TGTAAAATCECTTEMTTTCTGGGACTTACTCAACCGGGTCTCACAATGCAA- - -------- GTATAGGGACTTCCCCGGACGCAATCTGCGCTAAACAGACTCGCATCCTAA

TTRCEBATGGHE T TACEBAACCGGGTCTCACAATGCAA - - = - - - - - st sttt o oot
TTTCTGGGGCTTACTCAACCGGGTCTCACAATGCAA - = = = - = - - - - GTATAGGGGCTTCCCCGGACGCAATCTGCGCTAAACAGATTCGCATCCCAA
TTTCTGGGGCTTACTCAACCGGGTCTCACAATGCAA - = = = = & - & oo o o e o e e e f o oo e e d o e o e et o e e e e e eieee oo
T- - TGGGGCTTACTCAACCGGOCTCACAATGCAA - - = - = - = - - & oo oot oo oL Loooooooo.o.-
TTTCTGGGGCTTACTCAACCGGGTCTCACAATGCAA - = = = = = - & o o o oo oo m o oo m o o o m o f o o o f o e o e o e o e o e ot f et e m e e e ot o e o e o ot e e e e e e e e oo oo eeoeooooo-

TGTAAAATC
TGTAAAATC
TGTAAAATC
AAAA--T TGTAAAATA

TTTAATTT
IR VSRR VY F iy IV [ NG [l D
TGTAAAATC T TCTGGGACTTACTCAACCGGGTCTCACAATGCAA- - - - - - - - - - GTATAGGGGCTTCCCCGGACGCAATCTGCGCTAAACAGATTCGCATCCCAA

--------- TGTAAAATA TTTCTAGGGCTTACTCAACCGGGTCTCACAATGCAA----------GTATAGGGGCTTCCCCGGACGCAATCTGCGCTAAACAGATTCGCATCCCAA
----------------------------- TGTAAAAT - TTTTTGGGGCTTACTCAACCGGGTCTCACAATGCAA - = = = = = = & & m m ot m e & e & e &t &t &t d ot e ff e m it mm e e i e m e i m o e a o s

A- - -ITIT TGTAAAAT - TTTTTGGGGCTTACTCAACCGGGTCTCACAATGCAA- ===~~~ - - GTATAGGGGCTTCCCCGGACGCAATCTGCGCTAAACAGATTCGCATCCCAA
---------- AAT -@CGGT

A
A
A
A
A
A
A
A
A




End crop Point

Start crop Point

|

I
LANRTECRAUETRUICORORUAD 00 W7 M-+ III1I|IE

0 URFRICTCRROER AU R O S0 RN

6000

1000

5000

4000

3000



] uf.bed g 3.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.fa gs.fa ce.fa_se

divergence to consensus (%)

size: 6021bp; fragments: 10688; full length: 0 (>=5418.9bp)
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divergence to consensus (%)
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TE: Itr_1 family 928
size: 4060bp; fragments: 353; full length: 0 (>=3654bp)
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After TEtrimmer ORF and PFAM domain plot
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