Start crop Point End crop Point

1 MSA length = 9593
-------------------------------------------------------------------------------------------------------------- TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCTCAAGAGCTICGTTGCAAGGAAABAABABACGTTRATTAATTTRARATGATcTTATGACTAR

TGTAACGAAGTTACA---TTTTTTATATATTTAATTTTCTTTTTCCATT T === ===~ - TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACAAGAGCTCCGTTGCAAR - - - - GAAAA - - = - - oo e e e
TGTAACGAAGTTACATTTTTTTTTATATATTTAATTTTCTTTTTCTA-TT---------- TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGIACIAGAGCTCCGTTGCAL— -AAAAAA- - - - - - - TTRATTAATEARGGTATACTTATAACTAA
----------------------------------------------------------------- Ll [See < e R R e
TGTAACGAAGTTACATTTTTTTTTATATATTTARTTTTRTTTTTCCATTT - -« ---- - - - TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACAAGAGCTCCGTTGC - = = = = = = = = = m mmm e e e e e e e e e e e e e e e e e e e e e e o
TGTAACGAAGTTACATTTTTTITTAIATATTTAATITTITTTTTCCITTT ---------- TGICCIAGAICAIGGACITIGCAAATTTGGC-CIAGAGCTICGTTACAG AG--mmmmmmmmm o - .AATTG ----------- TATTTITA -----
TGTAACGAAGTTACATTTTTTTTTATATATTTAATTTTCTTTTTCCATT T === - - === - - TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACAAGAGCTICGTTACAANMEN - - - - - - - - - - o o o e o e o e e e e e e e e e e e e e e e o
TGTAACGAAGTTACATTTTTTTTTATETATTTAATTTTCTTTTTCCATTT - -« -« - - - - TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCTCAAGAGCTCCGTTGCAANGHE- - - - - - - - TTAARTGTTIATTAATTTAAGGTGA - - CTJ|ATAATAA
------------------------------------------------------------ TGCCCAAGAGCAAGGACGTIGCAAATTTGGCGCACAAGAGCTICGTTGCAA e —TTIA.—ATITAA— e

------------------------------------------------------------ TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACAAGAGCTCCGTTACAA
TGTAACGAAGTTACA-TTTTTTTTATITATTTAATTTTCTTTTTCCATTT - -« -« -« - - - TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCTCAAGAGCTCCGTTACA
TGTAACGAAGTTACATTTTTTTTTATATATTTAATTTTCT - - - - - - - Brr---------- TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCTCAAGAGCTCCGTTGCAG

------------------------------------------------------------ TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACAAGAGCTCCGTTACA
TGTAACGAAGTTACATTTTTTTTTATATATTTAATTTTCTTTTTCCATT T -=----=--- TGCCCAAGAGCAAGGACGTJGCAAATTTGGCGCACAAGAGCTCCGTTGCAN- - - - - AAAAAA - - - - - - - TRAATT -« e
TGTAACGAAGTTACA-TTTTTTTTATATATTTARTTTTTTTTTCCATTT - - - oo - TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACAAGAGCTCCGTTACAARBIIGGAAARGA - - - AACGTTAATT - - - TTAAGTGATTTT§TA- - - - -
TGTAACGAAGTTACATTTTTTTTTATATATTTAATTTTCTTTTTCTA-TT-=----=--- TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACAAGAGCTCCGTTGCAGHGR- - - - - - - - TTBAATERTTAATTAARTTA- - ------ CTTATAAC- - -

TGTAACGAAGTTACATTTTTTTTTATATATTIAATTTTCTTTTTCCATTT —————————— TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACAAGAGCTICGTTGCAA ——————————————— TTAITI —————————————————————————
TGTAACGAAGTTACATTTTTTTITATATATTTAATTTTCTTITTCTATTT —————————— TGCCCAAGAGCAAGGACGTIGCAAATTTGGCGCACAAGAGCTCCGTTGCAA ——————————————————————————————————————————————

TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACAAGAGCTICGTTGCAA-AG --------------------------------------------

L (S B e e R

TGCCCAAGAGCAAGGACGTCGCAAATITGGCGCTCAAGAGCTCCGTTGCAG GAGAAAGATTAAICGITAITTAATTTIAGGCIAIACITATGATTAA
TGCCCAAGAGCAAGGACGTCGCAAATTTGGCGCACIAGAGCTCCGTTGCAA - - AAAAAA- - - - - - - TTAAT T = = - s s e e e e m e e e e e e e -
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] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa
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size: 9593bp; fragments: 1012; full length: 0 (>=8633.7bp)

Hl |
il

I

10

divergence to consensus (%)
15
|

T

5
!

|

il

0

il

o
N
o
o
o

4000 6000
TE consensus (bp)

I
8000

coverage (bp)

200

150

100

50

After TEtrimmer 9593 bp

|

I I I I
2000 4000 6000 8000
TE consensus genomic coverage plot (bp)

4000 6000 8000

TE consensus self dotplot (bp)

2000

/

4

>>

>>

2000 4000 6000
TE consensus self dotplot (bp)

I
8000

No TE domain detected

I I I I
2000 4000 6000 8000
TE consensus structure and protein hits (bp)




1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc
size: 10078bp; fragments: 973; full length: 0 (>=9070.2bp)
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TE: Itr_1 family 687

size: 6073bp; fragments: 159; full length: 8 (>=5465.7bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

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