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1 MSA length = 26177 1
-------------------------------------------------------------------------------------------------------------- ATCGAGGCGTGGCTTTTTCCGAGTGGTAGTAATCGATTAGACTATTTGACTG
-------------------------------------------------------------------------------------------------------------- ATCGAGGCGTGGCTTTTTCCGAGTGGTAGTAATCGATTAGACTATTTGACTG
-------------------------------------------------------------------------------------------------------------- ATCGAGGCGTGGCTTCTTCCGAGTGGTAGTAATCGATTAGACTATTTGACAG
-------------------------------------------------------------------------------------------------------------- ATCGAGGCGTGGCTTCTTCCGAGTGGTAGTAATCGATTAGACTATTTGACAG
-------------------------------------------------------------------------------------------------------------- ATCGAGGCGTGGCTTCTTCCGAGTGGTAGTAATCGATTAGACTATTTGACAG
-------------------------------------------------------------------------------------------------------------- ATCGAGGCGTGGCTTCTTCCGAGTGGTAGTAATCGATTAGACTATTTGACAG
TGGTTAATATTTGATTTAGTGTCATGTCACATAAAAGGGTCCTATTCAGTTTTGATTGTATTTTTAGACAATCGTGT TACAAAT TTAT T T T T T TAAT TAA - - - - - o o o s o o o e e e o e o o et oo m s
-------------------------------------------------------------------------------------------------------------- ATCGAGGCGTGGCTTCTTCCGAGTGGTAGTAATCGATTAGACTATTTGACAG
T—GTT——TATTTGATTTAGTGTIATGGCATATAAAAGTGTCCTATTCAGT ----------------------------------------------------------------------------------------------------------------
TGGTTAATATTTGATTTAGTGTCATGTCACATAAAAGGGTCCTATTCAGTTTTGATTGTATTTTTAGACAATCGTGT TACAAAT TTAT T T T T T TAAT TAA - - - - - - o o s o o o e e e o e o o e oo m s
TGGTTAATATTTGATTTAGTGTCATGTCACATAAAAGGGTCCTATTCAGTTTTGATTGTATTTTTAGACAATCGTGT TACAAAT TTAT T T T T T TAAT TAA - - - - - - o o s o o o e e e e o e o o e et
TGGTTAATATTTGATTTAGTGTCATGTCACATAAAAGGGTCCTATTCAGTTTTGATTGTATTTTTAGACAATCGTGT TACAAAT TTAT T T T T T TAAT TAA - - - - - - o o s o o o e e e e o e o o oo oo
TGAACAATATAT - - - === - - - - - - - - TCACATGTGAGGG- - - -------- TTTGATTGTATTTTTAGACAATCGTGT TACAAAT T TAT TT T T T TAAT TAA - - - - - - o o o e e o o o o e e oo
TGAACAATATAT - - - === - - - - - - - - TCACATGTGAGGG- - - -------- TTTGATTGTATTTTTAGACAATCGTGT TACAAAT T TAT T T T T TAAT T AA - - - - - - o o o e e o e e o o e et o oo
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TE: rnd_5 family 3712
size: 3488bp; fragments: 430; full length: 62 (>=3139.2bp)

0

I
500

I
1000

1500 2000
TE consensus (bp)

I
2500

I
3000

coverage (bp)

300

250

200

150

100

Before TEtrimmer 3488 bp

I I I I I I
500 1000 1500 2000 2500 3000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

1000 1500 2000 2500 3000

500

0

I
500

1000 1500 2000 2500
TE consensus self dotplot (bp)

I
3000

No TE domain detected

0

I I I I I I
500 1000 1500 2000 2500 3000
TE consensus structure and protein hits (bp)




After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

ORF5

ORF3

Bl ORFs
B PFAM domains

{ —
ORF1
ORF7 ORF6 ORF4 ORF2
Exo_endo_phos_2 ) RVT 1
TO‘KiLZB
500 1000 1500 2000 2500 3000




sensus before TEtrimmer (bp)
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