Start crop Point End crop Point

1 MSA length = 4846 1

GTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAM- -CTATCTA
GTCGCAGTGGAICAGGCCAGTAGCCACCTCGAAGAATCTA --CTATCTA

TTTTCAAATT

- THCEBTTTTTAATTTTATEA ST A B 5l gl -

TTTTCEA------ CET TR TBTErEAAC
A CGETEEA T A-

TTTAAATTTIA
S ol ol

e G ARG BT BB 66

GTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTARTCCTATCT
GTIGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTA TCTAATCTA
GTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAAT == === - CTATCTA

GICGCAGTGGAACAGGCC.TAGCCACCT—IAAIAATCTA TCTAATCTA

AAATAA - - - —IT“AAWTGIAAITIGGITTAGTTA— ~TGTTTTCAATGGGGCTGGGGTTGTTCTTTATCCAATTGGCGTAAGTAACGGA - - - - - - - - - - GTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAM - - CTATC T = = = = = = = = o s m o s e e o e e e e e e e e oo e oo o e e e e e oo oo o s
AAATAATTTGTATAGE TAAAA AABEA T T TRIGACT - AGT TAAAT A - - & & o & o oo o oo o m o e o e o e o e o e o e o e o et e e oo e e GTCGCAGTGGAACAGGCCAGTAJcCACCTCGAAGAATCT- - CTATCTA
-------------------------------------------------------------------------------------------------------------- GTCGCAGTGGAACAGGCCAGTAGCCACCTBGAAGAATCTARTCTAATCTA
-------------------------------------------------- TTTTTAATGGCGCTAGGGCTGTTCTTTATCCAATTGGCGTAAGTAACGGA- - -- - -« - - -GTCGCAGTGGAACAGGCCAGTBGCCACCTCGAAGAATCTAR- = CTATCT -« ===« -------- - - - TGARTT AGBCE-----------
-------------------------------------------------- TTTTTATTGGGGCTAGGGCTGTTCTTTATCCAATTGGCGTAAGTAACGGA----------GTCGCAGTGGAACAGGCCAGTAGCCACCTCGAAGAATCTAN - - CTATCTA-—T-TITTTAAACATIGIT-CIT




End crop Point

Start crop Point

|
I

5000

—— e ———

mMmmmmmmmmll
———
= —
_— e

—_— —— e

S S———— S——— — —

o=

4000

I — == 1

=t T
—
= = e

= = nnmmﬂm

s — — e —— _— ]
[ES—— — [ ———— — P ——
I“"m"” e
= —
mwm e

[==="l=——{r=—n=— ==l ——le—a]——Db——| ]

B —

3000

—_—
e — e e ———

i T f—t—

_—_—r e

RN
Wi

A A A A

FARET 00O 0 00l

1.0 TR0 T SO



d_uf.bed g 3.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa ce.fa I

divergence to consensus (%)

size: 4846bp; fragments: 12240; full length: 0 (>=4361.4bp)
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fastab.bed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 5535bp; fragments: 12116; full length: 0 (>=4981.5bp)
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TE: rnd_4_family 4550
size: 701bp; fragments: 686; full length: 189 (>=630.9bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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iIsensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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