Start crop Point End crop Point

1 MSA length = 15568 1

------------------------------------------------------------------------------------ GATRTAATT - e e e e - - - TCTCGTATTGGTATTTCTAAAAAG
---------------------------- ACAATAGAAAATCGGTATTAGC = = = = = = = = = = = = o & @ e o e o f e m ot et e o f e f e e e e e e e e e e e e e e e e e ieeaaoa--
ATGACAGACGCGCTAAATTTTAGAATATACAATAGAAAAT CGGTATTAGC - = = = = = = = = & & & & m & o m e m o e m e o m f et e e m e o e m e ot e m ot e o e f i m ot f e o ameeoomeaoooaeaa
ATGACAGATGCGCTAGATTTTAGAATATACAATAGAAAAT CGGTATTAGC - = = = = = = = = & & & & m & m m e f o e m e o f f e f e e m o m m e o f e m ot e m e f i mm e oo e o e meeoomeaoooaa e
------------------------------------------------------------ GCCTCGACABTGTTATAGCGTGGAAATGAATTGGAAATTTAAATAGTTATTGTGTTATAGTGTTAGAAAAAAA
ATGACAGATGCGCTAGATTTTAGAATATACAATAGAAAAT CGGTATTAGC - = = = = = = = = & & & & s & m m e m o e m e o ettt e e m e o m m e o f e ot e o e o i m ot oo o e o e oomaoooaaaaoo
ATGACAGATGCGCTAGATTTTAGAATATACAATAGAAAATCGGTATTAGC - == ---=--- GCCTTGACAT TG = = = = = = = = = m e m e m e e m et e m e f e e e e e e e e e oo eoaooo
------------------------------------------------------------ GCCTTGACATTGTTTTTGAATAGCAATGTAATTGGAAATTTAAATAGTTATTGCGTTTTAGTGTTACAAAAAAA
------------------------------------------------------------ GCCTTGACATTGTTTTTGAATAGCAATGTAATTGGAAATTTAAATAGTTATTGCGTTTTAGTGTTACAAAAAAA
------------------------------------------------------------ GATCTGACATT-TTTTTTAACAGCAATGTAATTGAAAATTTAAATAATTTTTGCGTTTTAATGTAACAAAAAAA
----------------------------------------------------------------- GBIG T TGTTTTTGAATAGCAATGTAATTGGAAATTTAAATAGTTA - < -« cxmmmmmmm e
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.
size: 15568bp; fragments: 12817; full length: 0 (>=14011.2bp)

divergence to consensus (%)
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fasta.b.bed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 15621bp; fragments: 12663; full length: 0 (>=14058.9bp)
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TE: td_4 family_7213 Before TEtrimmer 1140 bp

size: 1140bp; fragments: 614; full length: 157 (>=1026bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

OE.B RF12 O&Ll O&LO ORF9 ORF8  QRF7 2RF6 ORF5 2RF3 ORF2 '?RFl

0 2000 4000 6000 8000 10000 12000 14000



Before TEtrimmer ORF and PFAM domain plot
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