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1 MSA length = 1471 1
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Start crop Point End crop Point

|
1 I 0 D e T T O eF A
2 II]IIIIIIIIIIIIIIIIIIIIIIIIIII-IIIII.I]IIIII O T T T O P e Er G
3 A AR T e 0 B O O . e O A e D N T
230000000 O 000 0000 00 010 ) 000000 00O 00 T 00 0 000 OO0 0000000 R
5 I U 00N 0 00O O O A RO |00 D 00000 A 00O Y MM
© il TSRO TR 0 O A Mt O Ty O O A P e T B
8
9
0

| lil I AT T I T e
W DO W DA A DO AR D O
- | B | A OO v

DA EAREE R EFS S0 0

0 200 400 600 800 1000 1200 1400 1600

=
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size: 1471bp; fragments: 84; full length: 15 (>=1323.9bp)
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tastabbed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries
size: 1659bp; fragments: 81, full length: 15 (>=1493.1bp)
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TE: rnd_5 family 3241
size: 2087bp; fragments: 103; full length: 14 (>=1878.3bp)
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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)

Dotplot

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