
Start crop Point End crop Point

MSA length = 1941
A - - - - AAA T CA T T TGA T T T AAAGC T AAGAAAA T A T AA T AAAC T TGA T A - - - - - - C TGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CGGC TGT A T C T CGAA - - - - - - - - - - TGC T T T CCGAGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT ACC T AG - - - - - - - - - - - - ACCAA T A T CC T C TGG - - T TGTGTGC T AGGAAGT AA
GT T - C TGT T AAAA T A T T T T CC - - - - - - - - - - - TGAAA - - - - - - T ACA T CC - - - - T TGT ACCGGGTGT CCCAC T AAGAA T AGT T CCCGGC TGT A T C T CGGA - - - - - - - - - - T AC T T T CCGAGA T ACAGCCGTGAGC T A T T C T T AGTGGGACGCCC TGT ACA T AC - - - - - - - - - - - - - CACGT AAAGAAAA T - - T C - - - - - CCAAGT T T T T T
A T T - CAAGGAAAAAAA T T T CA T T A TGA T AGC T TGAAAAA TGTGCGC T T C T - - - - T TGT ACCGGGTGT CCCAC T AAAAA T AGC T C T CGGC TGT A T C T CGGA - - - - - - - - - - T A T T T T CCGAGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT AC T AGT - - A T T CA - - AAGT T C T A T A TGGAAGGT - - T CAGCCACCAAGT T A T T A
A T T - C T TGAGGAA T C T C T CAACGAGAGA TGGC TG - - - - - - - - - - T T T T CC - AAC T TGT ACCGGA TGT CCCAC T AAGAACAGC T C T CGGC TGT A T C T CGGA - - - - - - - - - - T AC T T T CCGAGA T ACAGCCGAGAGC TGT CC T T AGTGGGACACCC TGT ACAC T T A T T T T CA T ACAC T C T T T CGCGAAGACA T C T CAAGCCAA T ACCAGT CC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T AA T AA T C T T T A T T AAA T A TGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CGGA TGT A T C T CGGA - - - - - - - - - - T AC T T T CCGAGA T A T AGCCGAGAGC T A T T C T T AGTGGGACACCC TGT ACAGGC - - - - - - - - - GGAGGC T CCAAGGAGAAC - - CAGT CCGT A T TGAAA TGA
A - - - - - A TGAAAA T AA T A T CAAA T T A T T AAGT TGAAGT AAACA TGCA T T T AAA T A TGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CAGC T - - - - - - - - - - - - - - - - - - - - T AC T T ACCGAGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT ACAA - - - C T T T CA - - - - - - - - - - - - - - - - - - - - - - A T T A T T ACCGAGT CCCGA
- - - - - - - - - - - GT T AA T T TGGCAACAA T A TGT T CCGT T AC T CCCAC T T T T AGA T A TGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CGGC TGT A T C T CGGA - - - - - - - - - - T T C T T T CCGAGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT ACA T ACAC T T T - - - - AGC T T T T T TGTGT T T AA T T T C T T A TGT T T TGGAAA T AA
T CCCCAC T T C T A T TGGT T C T T C T A T T TGAGGT TGAAA T A - - - - - - - - - - - - AA T AAGT ACCAGGTGT CCCAC T AAGAA T AGC T C T CGGC TGT A T C T CGGG - - - - - - - - - - T AC T T T CCGAGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT ACA T - - - C T T T CGT AGGC T T T T CCAAAAA T AA T T T T T T T T AAA T T AAAAC TGA
- T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGACGCC T T T T C T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T T T CCAAGA T ACAGCCGAGAGC T A T T C T T AA TGGGACACCC TGT ACAGGG - - - - - - - - - TGC T T C T T TGTGGAAC T T T - CC T T T CAGAAAAAAA TGA
A T T T CAA T T - - - - T AA T T T AAA TGT AGT AC T T TGT AA T A T TGCCAC T A T CAAA T T TGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CGGC TGT A T C T CGGA - - - - - - - - - - T AGT T T CCCAGA T ACAGCCGAGAGC T AA T C T T AGTGGGACACCC TGT AC - - - - - - - - - - - - - - - - - - - - - - - - - T AGGA T T T T CAA TGGCAAAGAAC T AC
- - - - - - - - - - - - - - - A T T T AAAGA T A T T T AAA T A T AAGA T T C T CAGT ACC - - - - C TGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CGGC TGT A T C T CGGA - - - - - - - - - - T AC T T T CCGAGA T ACAGCCGAGAGC T A T T C T T AGTGA - - - - - - C T T T ACAGAA - - - - - - - - - - - - A T T C T TGTGC TGAGC - - T T AAAGGT AGAGAAA T AA
- - - - - - - - - T AAC TGGT T AAA T AA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CGGC TGT A T C T CGGA - - - - - - - - - - T AC T T T CCGAGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT AC T T AGAC T T T CA TGCAGT CC T T T T TGCCAGGT CC T TGT CA T TGAGGGAC T TG
A - - - - - - - - AAAGCAACGT AAAAA T AAAAAAA - - - - - - - - - - - - - - - - - - - - - - A TGT ACCGGT AGT CCCAC T AAGAA T AGC T C T CGGC TGT A T C T CGGA - - - - - - - - - - T AC T T T CCGAGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT ACA T A T AAA T T TGT AAAGCC T TGT A T A T AAGAA - - T A T A T AAACAAGGA T T AA
A T T C T A TGTGGAAGAGT T T AACAAAA T AAAGT TGGGGGTGT A T CAC T AC T - AA T A TGT ACCGAGTGT CCCAC T AAGAA T CGC T C T CGGC TGT A T C T CGGA - - - - - - - - - - T AC T T T CCGAGA T ACAGCCGAGAGC T - T T C T T AGTGGGACACCC TGT ACA T T TGC T A T T AGACAGT C T T C T T CGCAGT CA - - GCAGT CCC T TGGCAGT - -
- - - - CA T T A T ACCC T A TGT AGT ACA T AGAGAA T AAGA T CA T ACCCCCA T T CAA T T TGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CGGC TGT A T C T CGGG - - - - - - - - - - T AC T T T CCGAGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT AGA T - - - - - - - - - - - T A T T T T T T T T TGT T TGT T - T AAAGCC T CCA T AGAAC T C
T T CCCAA T T A - - ACGAAC T AAA T A T AGACAGC T AAAGT A - - - - - - - - - - - - - A T A TGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CGGC TGT A T C T TGGA - - - - - - - - - - T AC T T T CCAAGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT ACAA - - - - - - - - - - - CGAAC T AGTGGAAAGAAGT T T AAA T AACACAGAAC TGG
- - - - - - - - - - - - - T AAC T T AAAAA T A T - - - - - T ACAA T A T CACCCACA TG - - - - A TGT ACCGGGTGT ACCAC T AAGAA T AGC T C T CGGC TGT A T C T CGGA - - - - - - - - - - T AC T T T CCACGA T ACAGCCGAGAGC T A T T C T T AGTGGGACACCC TGT ACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACACAA T AA T AA
A - - - - A T T T T AAA TGA T C T AA - - - - - - - - - - - - - - - - - - - - - - CGT T AC T - - - - A TGT ACCGGGTGT CCCAC T AAGAA T AGC T C T CAGGTGT A T C T CGGA - - - - - - - - - - T AC T T T CCGAGA T ACAGCCGAGAGC T A T T C T T AGTGGAACACCC TGT ACAA - - - - - - - - - - - - - - - T A TGT A T T T C TGA T - - T T T T CCA T T CA - - T A T T C
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TE: rnd_1_family_521.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 1941bp; fragments: 14047; full length: 381 (>=1746.9bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 1941 bp
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TE: rnd_1_family_521.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2242bp; fragments: 14017; full length: 0 (>=2017.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000

0
10

00
20

00
30

00
40

00

TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_521
 size: 1129bp; fragments: 10218; full length: 663 (>=1016.1bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 1129 bp



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

TE consensus after TEtrimmer (bp)
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