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1 MSA length = 1635 1
TCTATTGTCATTTCATTTCCGAGTTTTCACTATCATTGTTTTGAGAAGCACTA

A
A
A
A
A
A
A
A




nt

%

End crop Poi

AT M
IR O A M

1750

— 00— 0 — 00 B e

1500

A AT AR
R0 RO N 00 OO AR

e e e ey ., ——
T R o e e S S A B S S e
—_———

e —

e e e e e e e e e e e e e e

——————————————

_ _ = T T | e— T | E—

750

s [——— 2 e
—_———

i i i i
| | | |

e e e |

——

500

N "II]IIIIIllIII]IIIlIIIIIIIIIlIIII]I OFRHTIETIEY T8
B0 0 A A

250



.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

size: 1635bp; fragments: 108; full length: 0 (>=1471.5bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 1895bp; fragments: 68; full length: 0 (>=1705.5bp)
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TE: Itr_1 family 353
size: 833bp; fragments: 87; full length: 11 (>=749.7bp)
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[E consensus before TEtrimmer (bp)
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