Start crop Point End crop Point

1 MSA length = 1548 1
CAGGGCCGCGCCGCCCATGIGTGCGAAGTGTGCAGCGCACACAGGCGCCG —————————— CGCTTCGTAGGTTTCGCACACAGGCGCTACCAGGGGTCGGCGCGGCCCTG S - - - - - -

CAGGGCCGCGCCGCCCATGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG === - === - - CGCTTCGTAGGTTTCGCACACAGGCGCTACCAGGGGTCGGCGCGGCCCTG
CAGGGCCGCGCCGCCCATGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG === - === - - CGCTTCGTAGGTTTCGCACACAGGCGCTACCAGGGGTCGGCGCGGCCCTG
CAGGGCCGCGCCGCCCATGTGTGCGAAGTGTGCAGCGCARJACAGGCGCCG- - - - - - - - - - CGCTTCGTAGGTTTCGCACACAGGCGCTACCAGGGGTCGGCGCGGCCCTG
CAGGGCCGCGCCGCCCATGTGTGCAAGIGTGCAGCGCACACAGGCGCCG- - - - - - - - - - CGCTTCGTAGGTTTCGCACACAGGCGCTACCAGGGGTCGGCGCGGCCCTG
CAGGGCCGCGCCGCCCATGTGTGCGAAGTGTGCGCGCACACAGGCGCCG- - - - - - - - - - CGCTTGTAGGTTTCGCACACAGGCGCTACHAGGGGTCGGCGCGGCCCTG
CAGGGCCGCGCCGCCCATGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG === - = - - - - CGCTTCGTAGGTTTCGCACACAGGCGCTACCAGGGGTCGGCGCGGCCCTCIRTCE \GF 6T A CETeE  c Tlc- - - - - -
CAGGGCCGCGCCGCCCATGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG === - === - - CGCTTCGTAGGTTTCGCACACAGGCGCTACCAGGGGTCGGCGCGGCCCTG == == === m = mmmmmm o -

- AGIBTTG - - - - GBECATGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG- - - - - - - - - - CGCTTCGTAGGTTTCGCACACAGGCGCTACCAGGGGTCGGCGCGGCcCcCcTCNCEHECHNE . - » THE B - TH B CHCEN " }- - - - - - -
-------------------------------------------------------------------------------------------------------------- CGCTTHGTAGGTTTCGJACACAGGCGCTACCAGGGGTCGGCGCGGCCCT -
-------------------------------------------------------------------------------------------------------------- CGCTTCGTAGGTTTCGCACACAGGCGCTACCAGGGGTCGGCfccaeecTa

> > > » -4 4 > > >



I Il ' _ I | | | | LA
| ll | I
({17 I Il
i, T | | | | [ﬂ i
A T YIS | | miln| | | NI T
00 il | | I |
[T | I I | | 1]
1IN Il Il | FAFIAN [ | | | | | |l |I|||“. |
Wi’ | I | | Il LRI L




b.bed uf.bed g 4.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)
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size: 1548bp; fragments: 597; full length: 11 (>=1393.2bp)
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).fasta.b.bed uf.bed g 4.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 1848bp; fragments: 584, full length: 0 (>=1663.2bp)
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TE: rnd_4 family 2019
size: 1579bp; fragments: 552; full length: 31 (>=1421.1bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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