Start crop Point End crop Point

1 MSA length = 20012 1

-------------------------------------------------------------------------------------------------------------- GTGG
-GCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAAAGAAAAAAAA - - - - - - - o o o m e e o e e e e e oo oo m o IGTGG
-GCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAAAGAAAAAAAA - - - - - - - o e o o o e o o e e e o e e e e oo oo
-GCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAAAGAAAAAAAA - - - - - - - - - - CCAACGCCTTTCATGGTATCCCATAAGCGTCGATTTAGGCGCTTTAACTC@E- - - -
------------------------------------------------------------ CCAACGCCTTTCATGGTATCCCATAAGCGTCGATTTAGGCGCTTTAACTCIGTGG
------------------------------------------------------------ CCAACGCCTTTCATGGTATCCCATAAGCGTCGATTTAGGCGCTTTAACTC- - - - -
-GCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAAAGAAAAAAAA - - - - - - - - - - CCAACGCCTTTCATGGTATCCCATAAGCGTCGATTTAGGCGCTTTAACTCI————
GGCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAAAGAAAAAAAA - - - - - - o o e o o e e e o e e e e et e oo oo
GGCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAAAGAAAAAAAA - - - - - - - - - - CCAACGCCTTTCATGGTATCCCATAAGCGTCGATTTAGGCGCTTTAACTCIGTGG

------------------------------------------------------------ CCAACGCCTTTCATGGTATCCCATAAGCGTCGATTTAGGCGCTTTAACTC- - - - -

GGCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAAAGAAAAAAAA - - = = - = & o m m ot ot m e o e f e f ot e ot e f f e f ot e mm e e m e mm e e m e mm e m e m e m e e o s
GGCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAABIMAAAAAAAA - « - = - & - c - oo GTGG
GGCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAAAGAAAAAAAA - - = = = o & o m ot m e o e f e f e f ot e f e ff e fm e dm e e m e m e e e m e m e m e o c-- -
GGCATTGTTTGGAGTAAAATCAAGCAATTTTTTTAACTAAAGAAAAAAAA - - = = = o ¢ o e ot m e e e d e f e f ot f e d f e dm e mm e e m e dm e mm e e e m e mm o c-- -
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa

divergence to consensus (%)

size: 20012bp; fragments: 15093; full length: 6 (>=18010.8bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa

divergence to consensus (%)

size: 20051bp; fragments: 15092; full length: 6 (>=18045.9bp)
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TE: mnd 5 family 4747 Before TEtrimmer 7666 bp
size: 7666bp; fragments: 5156; full length: 6 (>=6899.4bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs

B PFAM domains

OR_Fi7

ORF3p

‘_

O‘R_F38 OFii)
ORF63 OFE&B O&’:@FE&9 Oi{£32 037
ORF65 OE}Z OE}S OFE;OOﬂ4 O‘Ri40f_F36 OFii3 CiR_FBl
ORF66QRF62 ORF59 ORF ORS(DFE&Z OR_FI’GEEBS OJ?_F34 ORF2
ORF67 ORF1 ORF4 04356 ORFSK)EF}%‘RESZ ORF500RF480RF46 OFEEBR_F&GR_F&O)FEEZ C&i
ORF6&)£643{£&1RF60 ORE3 ORF58 O‘R_F57 ORF7 ORFSOEMOE)B ORF510RF490RF470RF450RF440RF430RF42 Oi{ilDR‘i37 OR4F21’O‘RL33O§4OF$;E
0 2500 5000 7500 10000 12500 15000 17500

20000



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