Start crop Point End crop Point

1 MSA length = 4291 1
-------------------------------------------------------------------------------------------------------------- TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAAAA

TGAAIATAATTATTA— - - —IAEITAAA— —AATTTAIiA TTTATATATTT----AT- - —TCATAITTTTAATAAATAAAAAAATTAAAIAAATAGCGTAG —————————— TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAATA
—————— TAATAABEAT - - -TABRTGAAATAARTERTATHRAA TTATITATT—————————————————————————————————————————————————————————————TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAA AAAA
ATAATATAITAAEA—AAATAATGAGAT—A!.!TATAAAT T TACIi—TTGACATAATTCAIATT— - - —ITA ———————————— TATTAAATAGCGTAG----=------ TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAA.AA— - —AATAAJAAAA
TTAATATTAATATTATA- —TAATTTAGIAAATT ————— ATTRARATABTCTATCATAAT---TATTT - - —ATAI —————————————————— TAGCGTAG---------- TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAATA
TTAATAAAATTATTATAAATAAATAAATATATTTATAAATTTATATATATAAAT.AATTTATATTTTTAATTAATAAAAATATTAATTAIA-TITAG —————————— TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAATA
TGAITEIAATTATCA— - - —TAATTIAA— -AATT - —TAIATTT— --=-ATTT--------c e e e et et e ettt c e m e e TAATIAAATAGCGTAG —————————— TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAATA
AT -AT TAAATITCG— ---TAATTAGGTGAATT--=-=--=-=-=--==--=--- CTAACATCACTCTTATTTTTAATAAATAAAATTGATTIATAAATAGCGTAG —————————— TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAATA

-------------------------------------------------------------------------------------------------------------- TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAAT
-------------------------------------------------------------------------------------------------------------- TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAATA
TT--TATTARA- - TA-AATEAATHEAA- - -« - - - - N N Y N TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATA - - - - AATAAATAAATA
-------------------------------------------------------------------------------------------------------------- B GTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAATA
-------------------------------------------------------------------------------------------------------------- TTGTTCTGTTTGTATCCCAAAAGTTA - - - AATAAATAAATAAATAAATAAATA
TTAATAAAATTATTATAAATAAATAAATATATTTATAAATTTATATATATTAACATAATTCATATTTTTAATTAATAAAAATATTAATTAAATIGTGTAG- - - - - - - - - - TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAATA
- - - - TATARTTATTGTBAATAATTTAA- - - - - - GG T AAABMBTATATATTT - v o e e e e e - TTAATAAATAAGAATATTAlTTIJAATAGCGTAG- - - - - - - - - - TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATARRIAA
------------------------------------------------------------------------------------------ AATAGCGTAG=----------TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAARIAATAARAA
-------------------------------------------------------------------------------------------------------------- TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATABEBA
-------------------------------------------------------------------------------------------------------------- TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAAAATAAATAARAA
-------------------------------------------------------------------------------------------------------------- TTGTTCTGTTTGTATCCCAAAAGTTAATAAATAAATAAATAAATAAATAAATA
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size: 4291bp; fragments: 121; full length: 10 (>=3861.9bp)
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After TEtrimmer 4291 bp
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After TEtrimmer Extended plot Blue lines are boundaries
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size: 1137bp; fragments: 120; full length: 19 (>=1023.3bp)
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Before TEtrimmer 1137 bp
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After TEtrimmer ORF and PFAM domain plot

ORF9

Bl ORFs
B PFAM domains

‘—
ORF10 ORF4 }
‘E { ORF8 ORF5
ORF1 } { ORF7 ORF6 ORF2 ORF3
ﬂ’ B&IO_F}P Exo_endo_phos ) RVT 1 \
RRN3 }
HOOK }
Baculo;FP_’an
500 1000 1500 2000 2500 3000 3500 4000




Before TEtrimmer ORF and PFAM domain plot

ORF1

ORF2

Bl ORFs
B PFAM domains

200

400

600

800

1000




consensus before TEtrimmer (bp)
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