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1 MSA length = 11199 1
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Iﬂlﬂlﬂ\llﬂllllﬂll i 'IIH IIIIII ARRHR MHI.I\II'II IlIHH IIHII'IIIII'I E

Start crop Point
; N”'lﬁ R r
I IR 1 m————————————re e ——— T
OO 0B AW 11 TR II|I H]ﬂt’l i ] __I_ NI A L I A ! JF
I A 1 I | (IR0 (TR 0 A T (Il B 100 (1AL TR
p llll R 10O O |||| il AU 0 A M AATATA R 00 00T \E l Il m
(LR AN AT YRR A ARATO VO | A 0 J0 AT RUCARECON | 00 N AL O 0 00 R |
| Il I |1| RO AR T A0 (M | O N RO OO e L[] I [l II}]
0 i | E TR D —
" 'ﬂi!lnﬂi R ;|| i e uu
H 0 A AR KT A G AR AR I ALY
JARERAEN AN 1 ‘

i vy s b th P
2 L —rF el e ii :i'i'i g i Imw
Ir wj}rwfu nn R REEE | R - ——
Hm " M hﬂ ‘ _il IH ||_ |]|II _::i{: || || U AT RARV T | Ll ” Il | LHL T | |

00000




] uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se

size: 11199b5; fragments: 1366; full length: 1 (>=10079.1bp)
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/ 922.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.i
size: 11548bp; fragments: 1354; full length: 1 (>=10393.2bp)
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TE: Itr_1 family 922

size: 3665bp; fragments: 397; full length: 0 (>=3298.5bp)
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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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