
Start crop Point End crop Point

MSA length = 1354
AAA T TGA T - - - - - CCCGT - GA T TGGT T C T T TGT T T T T T A T TGT T - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T CAA T T T - - - - - - - - - - GCGACC T TGACA TGTGT CGGGT TGT T T C TGGCA T AGTGTGT A - GC TGT T TGACACCCAACAA T CGC T A T C - - - - - - - - - ACA T A T CC T T T T CGTGT A T AC
ACAC T AA T - - - - - - - - - - - GGCGAC TGCCCAAGT CCAAAC TGAAAA T CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACC T TGACA TGT T T CGGGT TGT T T C TGGCA T AGAGTGT ACGC TGT T T AAGAC T T T AA TGA TGACGT T CGT AA T - - - - - - - - - - - - - - - - - - - - - - AC
AAA T TGA T - - - - - - - - - - - - - - - - - - - - - - TGT T T T T T A T T A T T AACCCAGA T T AACAA T AAACAACAAACAACCAA T CACGGCGCGT C T CGA T CAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T T T AAA TGT AAGAAA T A T AAA TGAAA T A T AA T AA T TGTGAAAAA T T
T T A T AAA T - - - - - - - - - - - AA T T AGT AA T T AAA T CAA T AA T AC TGA TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAACGT CGGCACGAC T CGTGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAGCC T AA T T T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GCGAGGC T AGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGT T T CGGGA TGT T T C TGGCA T AGTGT A T ACGC T A T T T AAAGAA T A TGAA T AACGC TGA T AAAAAGGA T CCAC T T C T T T CGGAGA T AC
T T C T T AGT AGC T T CCCAAAGGTGAA TGC T CGGC T C T AGT A T - - - - A T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAACC T TGACA TGT T T CGGGT TGT T T C TGGCA T AGTGTGT ACGC TGT T T T AGGA T T T AGA T T AGT T CACA T T T AGGTGA T ACGT C TG - - - - - - - - - - - -
T T A T T A T T - A T T T - - - - - - A T T A T T T T T A T TGT T A T T T AGT TGT AA T T T - - - - - - - CAA T AA - AAACAAACAACCGA T CACGGCGCGT C T CGA T CAA T T T - - - - - - - - - - GCGACC T TGACA TGT T T CGGGT TGT T T C TGGCA T AC TGTGT ACGC TGT T T T A T AGT T AAAGA TGCGT T T T T A T T - - - - AAA T T A TGAA T T T TGACAACGT
AAACGAAAAA T T T ACCGT AAAGT AACAC T CCGT AC T ACGTGGGCGACCCA - - - - - - - - - - - - - - - - - - AACAACCAA T CACGGCGGGT C T CGA T C T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT TGT T T C TGGCA T AGTGTGT ACGC TGT T T AAGAC TGA T T T T AA T T TGA T T A T C - - AAAACA T T T T AC T T A T AA - - - - - -
T T T CAAA T AGT CC - - - - - - AA T AACCGAA T T A T T T T AC T T TGAAAA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGACC T TGACA TGT T T CGGGT TGT T T C TGGCA T AGT A TGT ACGC TGT T T T AGA T T T TGC T T TGA T T T AGA T T A TGGGT A T C T A T CAA T T T TGAAAACGA
GT C T TGGT - - - - - C T TGCAGAC T T A T T A T T T A T T A T T T A T TGT T AACCCAGA T T AACAA T CAAAAACAAACAAACAA T CACGGCGCGT C T CGA T CAA T T T - - - - - - - - - - GCGA T C T T CA T A TGT T T TGGGT TGT T T C T AGC T T AGCC TGT ACGC T C T T T TGCAGTGGT T CAGAA T T CA TGT AAA T TGAACACA T AAAC T T AAA - - - - - -
T TGC T AAC - - - - - - - - - - - AGCAA T T T CCCGA T AA T T - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T T T T C T C T CA T TGT T CAGT ACAA T T AAAAA T A T TGGC T ACGCAAAAAC
- CGC T AAC - - - - - CCCGT AAAA T A T T T CCAGAAA T A T T T A T A T TGACCCAGA T T AACAA T AAAAAACAAACAAACAA T CACGGCGCGT C T AGA T CAA T T T - - - - - - - - - - GCAACC T TGACA TGT T T CGGGT TGT T T C T AGCA T AGTGTGT ACGC TGT T T AA TGT T C TGT AGT A T ACAGAAC T AA TGGAGT T TGT AA T T T T CGAAAAAGT
TGGGAAA TGGAACCCCGT T A T T AAA T T T T TGGGT C T C T C T T T CC T A T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAAAGT TGACA TGT T T CGGGT T A T T T C TGGCA T AGTGTGT ACGC TGT T T T ACGT T CGA T T T T TGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - GCA T AC
AAA T TGA T - - - - - C T CGT - GA T TGGT TGT T TGT T A T T T A T TGT T AA T C TGGGT T AACAA T AAAAAACAAACAACCAA T CACGGCGCGT C T CGA T CAA T T T - - - - - - - - - - GCGACC T TGACA TGT T T C TGGT TGT T T C TGGC T T AGTGTGT ACGC TGT T T A T CAGT AGGA - - - - - - - - - - - - - - - - CAAAGA TGCCGT T T T CA TGTGC T A
AAA T AGA T - - - - - CCCGT - GA T TGGT TGT T TGT T T T T T A T TGT T AACCCAGA T T AACAA T AAAAA T CAGACAACCAA T CACGGCGCGT C T CGA T CAA T T T - - - - - - - - - - GCAACC T TGACA TGT T T CGGGT TGT T T C TGGCA T AGTGTGT ACGC TGT T T A TGA T T AA T A T AAAAA T AA TGT T CA T - - - A T AAA T T CAGT CAAAAAC T A T
T T T T AAA T - - - - - - - - - - - AGT T T T T T C T TGA T T C T T T A T - - - - - A T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGACC T TGGCA TGT T T CGGGT CGT T T C TGGCA T AGTGGGT ACGC TGT T T AAAAGT T T AA T A T CA T T T T T T T T T A T AGAACA T ACCAGT T ACGT - AA T A T
TGA T T AA T - GT T T - - - - - - AA T AAAC T T T T CAAA T T T CA - - - - - - A T CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGACC T TGACA TGT T T CGGGT TGT T T C TGGCA T AGTGTGT ACGC TGT T T AAGAC T T T T A - - - - - - - - - - - - - - - - T A T T T A T A T AAAC T T TGTGT A T A T
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TE: rnd_3_family_572.fasta.b.bed_uf.bed_g_1.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: 1354bp; fragments: 6187; full length: 14 (>=1218.6bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1354 bp
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TE: rnd_3_family_572.fasta.b.bed_uf.bed_g_1.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: 1658bp; fragments: 4398; full length: 0 (>=1492.2bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_3_family_572
 size: 573bp; fragments: 3521; full length: 413 (>=515.7bp)
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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

Before TEtrimmer 573 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 500 1000
0

100

200

300

400

500


