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TTATBETGGC- - - - - - - - AAIAGTAATTGGAAACCTTTTGAATATAAGCAAATAAAATGAACAACAAAACAATA - - = & - & @ m m oo e m e o e e o e et e e e e et f i e e e i e e e oemamaeoemeaoo s GATATHTET - - - CGTTTGCAAATHIM- G C
---------- ACRGAAACTTAAATATTTTTTAGATTTAAACC-ATABATIAACAARARAACARTI- - - - - - - - - -AGGATAGAATTTAAATAATATTTTATCAATTAATCAACTAAAAATAAATAGATATGTIICHITGA ATTTTGTAAAA C
@rATH----- N AGGATAGAATTTAAATAATATTTTATCAATTAATCAACTAAAAATAAATAGATATGTIICHTGA ATTTTGTAAAA C
TTATEMTGGC---- - - - - A A AAMAGTAATTGGAAACCTTTTGAATATAAGCAAATAAAATGAACAACAAAACAATA - - = = - == - - - AAAAATGACTTTAATTAAAATTCTATTAATACAAAGAATTAAATCGAAGTJATAT THC CTTTTCETETT T
TTATERT - - - AAAGETTAA TRAABARBER T TTA- - - - - N AGGATAGAATTTAAATAATATTTTATCAATTAATCAACTAAAAATAAATAGATATGTIICHTGA ATTTTGTAAAA C
TTATEMTGGC- - - - - - - - A A AGTAATTGGAAACCTTTTGAATATAAGCAAATAAAATGAACAACAAAACAAT A - « - = - o o s s o e m e o et e e o e o e e e o e m et i e e e e i ememeeocmeacemam o AAACGTRTRTGA TTTRGCAAAA T
TAT TiICAA A GGA = = = = = = mm e e e e e e e e e e e e e e e e e e e e e e e e e e e e GI!ITG AGJGIGIAA C
TTATEETRGAAA T Y C
------------ T e L AATAAAATGAATBACAAAABAARA - - - - - - - - - - AGGATAGAATTTAAATAATATTTTATCAATTAATCAACTAAAAATAAATAGATATGTICHTGA ATTTTGTAAAA C
TTATEMTGGC- - - - - - - - A AGTAATTGGAAACCTTTTGAATATAAGCAAATAAAATGAACAACAAAACAAT A - © - = & & o s s e o m ot ot et e e et et e e e et m m e e ot e et i e e e i e o e oemameacemaoo s ATTTTTTAAT

IAATlGIAAAA-AA A ATTTTGTGBA- -« -----v-am -



i
=
o
(a18
o
o
| -
L)
o
c
Ll

Start crop Point

—— — —_—
=====—=-1=
= =

—

=
=
-
—
=
=
=
—_—
=
=
=
=
—
=
=
m
=

[

(1L OB N L TR R AT TR

| 0 O N RN 00 O O 0 R

RV 0T OO ARV

I
ll
IE]

IR CRATEA T DD 0 WA 0 101 0
0O A T

L It I TR T T T e o O R |
—

5000

4000

1000

3000

2000



_uf.bed g 1l.bed fm_1.bed 0O O bcin.fa aln.fa _cl.fa_gs.fa ce.fa_se
size: 4708bp; fragments: 39; full length: 0 (>=4237.2bp)
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y 10.fastab.bed utbed g Lbed fm Lbed 0 0 belnfa ainfa clf After TEtrimmer Extended plot Blue lines are boundaries
- size: 5664_bp; frag_mEnts: 18: full Iengt_h:6 (_>:5097._6bp) -
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TE: 1t 1 family 10 Before TEtrimmer 183 bp

size: 183bp; fragments: 15; full length: 13 (>=164.7bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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