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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 20851bp; fragments: 34090; full length: 1 (>=18765.9bp)
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o Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 benfa aln. After TEtrimmer Extended plot Blue lines are boundaries

size: 20856bp; fragments: 34090; full length: 1 (>=18770.4bp)
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TE: It 1 family 690 Before TEtrimmer 2144 bp

size: 2144bp; fragments: 84; full length: 0 (>=1929.6bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF19 }
ORF45 OR_F;6 O{Ri37
O‘R£4QDRF4$)RF5 ORF15 OFiiO O‘FEBZ
RF50 ORF46 ORF8 Oi{£40 034 02{538 ORF33

Oﬂ:}l OEF}B)RF47 ORFE7 ORF9 ORF10 0£39 ORF18 OFiil OﬁF34 ORF31 OR_F§4 O?EZQ

ORF51 ORF2  ORF4 ORF44 ORFBRF43 ORF42 O‘R£4CDR_FglOR_F§ZOR_F§3 ORF17 }ORF36 ORF35 ORF22 OFE‘EDE{EBO OFEES OFE§6 O‘Ri28 OﬁF27

.

Herpes ULRQT DUF_§78 RVT 1
e LA

Reovirus_#Z_GTa se

0 2500 5000 7500 10000 12500 15000 17500 20000



Before TEtrimmer ORF and PFAM domain plot
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