Start crop Point End crop Point

1 MSA length = 6459 1
- ATA TGTTGCGGACCGGTGTGGACTCGAICTAACCTAACTATATIGCCCGCCCT ---------- AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAEIN - - - - - G-AF--T
ATA TGTTGCGGACCCGTGTGIACTCGACCTAACCTAACTATATGTCCCGCCCT ---------- AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAIREE - - - - - AIA GAT

AT - - - -
ATGAAARTGE AAAAA T TACACCA- - - - - -

------------------------------------------------------------ AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA Cee - e e e e
TGTTGCGGGCCGGTGGGACTCGACHTAAJCTCACAATATGGCCCGCCCT - -« - - - - - - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAINEERE - - - - - ATAAA-T
TGTTGCGAGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT - - === ===~ - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATARB- - - - - - - - A - AAA -

ATA
ATA
ATA
ATA

ATARTGTTGCGGACCCGTGTGHMACTCGACCTAACCTAACTATATGTCCCGCCCT --=-=-=-=-=-=--- AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAIEN - - - - - AIAIAAT
ATARTGTTGCGGACCCGTGTG ACTCGACCTAACCTAACTATATGTCCCGCICT —————————— AATAAATTGTGACTTTCTATCCACACGIAACCGACGAAAAACGTAACAATA —————— A-AA--T
ATA TGTTGCGAGCCGGTGTGGACTCGACCTAAICTCACAATATGGCCCGCCCT —————————— AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAAIAA

-------------------------------------------------------------------------------------------------------------- AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
TGTTGCGGGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT -~ ---- -~ - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
TGTTGCGAGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT -~ ------- - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
TGTTGCGGACCGGTGTGGACTCGACCTAACCTAACTATATGGCCCGCCCT -~ ------- - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
TGTTGCGGGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT -~ - -~~~ - AATAAATTGTGACTTTTATCCACACGGAACCGACGAAAAACGTAACAA

AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAr
AATAAATTGTGACTTTCTATCCACACGIAACCIACIAAAAACGTAACAATA
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAAARTA
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
AATAAATTGTGATTTI|TATCCACACGGAACCGACGAAAAACGTAACAATA

——————— AMC ------TAA- - - ATARTGTTGCGAGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT = =-=-=-=-=-----AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA TA TAAAATEEETA

GT----- ARTHEIRES AN TARES - - - - - - - - - - - - ATARTGTTGCGGGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT - -=-===-==-~-"- AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA AC —AIG ———————————————————————————
——————— AlRT -------AAAATAA- - - TARTGTTGCGGGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT = =-=-=-=-=-=----AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACANTA ACA A-AAA- -

—————— ART AAAAAITAAGTA T TGTTGCGAGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT——————————AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAI

GTACTECHET ART AAIAAACIE— - - TGTTGCGGGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT == =-===-==~-- AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAIACGTAACAATA

————— AlRT AA----CAEBGTA s e e e e e e e e e e e e e e e e e e e e e e e e m e e e e e m e e o - e - - - - - - - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA

GTACT - - AlRT AAAAAATAAGTA TGTTGCGAGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCLELT T == === = = m s e e e e e o o e e o e o o o o o e o o e o o e o e o o oo o m oo m e oo m - m - - - -

——————— ART ——AAAA———GIA TGTTGCGAGCCGGTGTGGACTCGACCTAACCTCACAATATGGCCCGCCCT = ==-=-=-=-=-=---AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
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d uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa gs.fa ce.fa_s
size: 6459bp; fragments: 16043; full length: 143 (>=5813.1bp)
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1026 fastab.bed uf.bed g Lbed fm Lbed 0 0 bcinfa alnfa cl. After TEtrimmer Extended plot Blue lines are boundaries
size: 6762bp; fragments: 15780; full length: 134 (>=6085.8bp)
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TE: It 1 family 1026 Before TEtrimmer 1893 bp

size: 1893bp; fragments: 11576; full length: 1 (>=1703.7bp)
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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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consensus before TEtrimmer (bp)

1800
1600
1400
1200
1000

800

600] ~

400
200

Dotplot

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

/.

/7

1000

I I I I
2000 3000 4000 5000

TE consensus after TEtrimmer (bp)

6000




