Start crop Point

!

TTTTCAAGGTC
TTTTCAAGGTC
TTTTCAAGGTC
TTTTCAAGGTC
TTTTCCAAGTT
TTTTCAIGGTC

ATHAAACC
CBAAACA
ATEBAATA
AT AICA
THMACAC - - -
ATEBAAAT - - - - - - - - - -
ACHICAACA
AT AIAI— T

IATICCAC—IA_ATIA-TTTT.C.AAITA.CT.GITTTTCCAAGTTIGGCTGTTACGTCACAGATTGTCACTCTCTCTCTTGTCC
AT

AIAC .........................................

End crop Point

!

AATTATAT
AATTATAT
AA----AT
AATTATAT

MSA length = 3035

ACTAAC
ACTAAC
ACTAAC
CTAAC

GACTGTTACGTCACAGATTGTCACTCTCTCTCTTGTCC=-=-=-=-=-=-=---- TCTTT
GACTGTIACGTCACAGATTGTCACTCTCTCTCTTGTCC —————————— TCTTT
GACTGTTACGTCACAGATTGTCACTCTCTCTCTTGTCC=-=-=-=-=-=-=---- TCTTT
GACTGTTACGTCACAGATTGTCACTCTCTCTCTTGTCC
GGCTGTTACGTCACAGATTGTCACTCTCTCTCTTGTCC
GACTGTTACGTCACAGATTGTCACTCTCTCTCTIGTCC

> > > > >



End crop Point

Start crop Point
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b.bed uf.bed g 4.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 3035 b P
size: 3035bp; fragments: 1382; full length: 0 (>=2731.5bp)
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fastab.bed ufbed g 4.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 3423bp; fragments: 1125; full length: 0 (>=3080.7bp)
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divergence to consensus (%)

TE: rnd_5 family 4599

size: 3254bp; fragments: 1153; full length: 35 (>=2928.6bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF1 ORF2 ORF4

500 1000 1500 2000 2500 3000




[E consensus before TEtrimmer (bp)
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