Start crop Point End crop Point

MSA length = 585 1
---------------- TITGIT-TTICGAAGCTAAAITT-CAATGACTAAAGAATATAAGGACAT TAACGCCC----------GTCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG ATGETATTTT _AATTGA- -
CAATGACTAAAGAATATAAGGAIAT TA CCC--mmmmmmm - GGCACAITTTGCTCTCGGGTGTTATTTGTCCTTGIATTITTT—GTCATTG ------- GATTTT CTGARA-AA- - - - -
CAATGACTAAAGAATATAAGGACATGT ACGCIC ---------- GGCACAATTTGCTCT GGGTGTTATTTGTCITTGGATTCTTTAITCATTG - -BTATTTT TAATIGA—

CAATGACTAAIGAATATAAGGACATGTAACGCCC ---------- GTCACAATTTGCTCICGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG

CAATGACTAAAGAATATAAGGACATGIAACGCCC ---------- GTCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG

CAATGACTAAAGAATATAAGGACATGTAACGCCC--=-=-=-=-=---- GGCACAATTTGCTCTIGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG
CAATGACTAAAGAATATAAGGACATGTAACGCCC--=-=-=-=-=---- GTCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG
CAATGACTAAAIAATATAAGGACATGTAACGCCI —————————— GTCACAATTTGCTCT GGGTGTTATTTGTICTTGGATTCTTTAGTCATTG
CAATGACTAAAGAATATAAGGACITGTAACGCCC —————————— GGCACAATTTGCTCTIGIGTGTTATTTGTCCTTGIATTCTTTAGTCATTG
CAATGACTAAAGAATATAAGGACATGTAACGCCC--=-=-=-=-=---- GTCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG
CAATGACTAAAGAATATIAGGACATGTAACGCCC —————————— GTCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG
CAATGACTAAAGAATATAAGGACATGTAACGCCC--=-=-=-=-=---- GTCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG
CAATGACTAAAGAATATAAGGACATGTAACGCCC--=-=-=-=-=---- GTCACAATTTGCTCTCGGGTGTTATTTGTCCTTGGATTCTTTAGTCATTG
CAATGACTAAAGAATATAIGGACATGTAACGCCC —————————— GGCACIATTTGCTCTCGGITGTTATTTGTCCTTGGATTCTTTAGTCATTG
CAATGACTAAAGAATATAAGGACATGTAACGCCC--=-=-=-=-=---- GGCACAATTTGCTCTCIGGTGTTA————TCCTTGIATTCTTTAGTCATTG
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 585 b P

size: 585bp; fragments: 4481, full length: 1799 (>=526.5bp)
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fastab.bed ufbed g Lbed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 885bp; fragments: 4476; full length: 0 (>=796.5bp)
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divergence to consensus (%)

TE: rnd_2_ family 204

size: 563bp; fragments: 5237; full length: 1948 (>=506.7bp)

Lo
N

20

15

10

o

T
100

200 300
TE consensus (bp)

T
400

coverage (bp)

3000

3400 3600

3200

2800

2600

Before TEtrimmer 563 bp

I I I I
100 200 300 400
TE consensus genomic coverage plot (bp)

I
500

TE consensus self dotplot (bp)

100

500

400

300

200

T
100

200 300 400
TE consensus self dotplot (bp)

I
500

No TE domain detected

100 200 300 400 500
TE consensus structure and protein hits (bp)




[E consensus before TEtrimmer (bp)

Dotplot

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