Start crop Point End crop Point

1 MSA length = 16740
—————————————————————————————————————————————————————————— AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG----------TGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT
TCAIAAITT ——————— TATTATAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG---------- TGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT

AT

A TT-AAAATTATTATAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
AT TRAATAATART TTIRAARRRTT - - - - - - - - - - - - AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
A TTTAAART - - - - - - AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
A TTTAAI!TTATCTTAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
AT ABAAACATABC - - - - - - - oo oo AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
G TRAAAAT - - - - - - AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
ACGGAGTAAAATEBTCTTGAGEAT TT------------ AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
CGElT THTANART AR TTTRAA S THT----------- AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
GElT TEAAAATTT - - - - - - - - - - - AAAAT - - - - - - AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
A C- —.A-TTTAAAATTATTATAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
A TAAA Cmmmmmmm e e e s AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG
A TAA TTTIAA-TTTAIAATTAT— - -AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG

---------------------------------------------------------- AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGG






).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i
size: 16740bp; fragments: 16486; full length: 61 (>=15066bp)
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fasta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 17040bp; fragments: 16474; full length: 54 (>=15336bp)
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size: 16476bp; fragments: 16466; full length: 91 (>=14828.4bp)
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After TEtrimmer ORF and PFAM domain plot

OﬁF4O

ORF12

e

Bl ORFs

B PFAM domains

ORFiO

O£23

ORF3 ORF41 ORF34 ORF10 ORF1 ORF16 ORF21 ORF24
) E =+ = ) 3 —
OQRF1  ORF42 ORF5 ORF38 ORF6 ,ORF36  ORF7ORF8 ORF33 ORF31 ORF15 ORF17 ORF29 ORF19 RF27 RF25
— 3 o — = 5 ~— —
ORF2  ORF4 ORF39 ORF37 ORF35 ORF9 ORF11 ORF32 ORF14 ORF30 ORF1 ORF28 ORF26RF22
— 3 — — ¢ e /5 — 1 &
Chromo rve Pox A32 DJR Endonuclease 7
g g g L ¢
Phospholip_ A2 4
0 2000 4000 6000 8000 10000 12000 14000 16000



Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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