
Start crop Point End crop Point

MSA length = 1027
AA T T C T T T - T AA - - - - AGTGT CA T T AAAC T AGACAGA T T T A - - T AACAGCCA TGGC TGGGAAAC T T AAAGGGAAA TGACAGT T CA T T AAAAAAAGT T T T T - - - - - - - - - - T T AA T A T T A T AAGT C T T T T A T C T A TGGT AACAGCAGAC - - - - - - - - - - - - TGAAAAACGCGAAAAAACGA T T T T TGTGAAGT T AGT CGAGACAAGCCGAA
- - - - - - - - - - - AAACGAGT T T C T T T AAACGAAACAA T T A - - - - A T AGGA T CA TGGC TGGGAAAC T T AAA TGGAAAGGA T AGT T CA T T AAAAAAAGGT T T T - - - - - - - - - - T T AA T A T T A T AAGT C T T T T A T C T A TGAA T AGGA T T A T C - - - - - - - - - - - - - GAAGAAACCAGAGGAA T T AGGT A T AAAA T CA TGA T A T AC T T ACCGT T T A
- - - - - - T T C T AA T C T AAAAA T CA T CACA T T AA T T A T AGA - - - - T AACAA T CA TGGC TGGGAAAC T T AAA TGGAAACGACAA T T CA T T AAAAAAGT T T T T C - - - - - - - - - - T T AA T A T T AAAAGT C T T T T A T C T A TGGA T AA T AA TGT T T A T T T TGA T T T T TGA T T CGCAAAAAAA T AC T A T A T A T AA T AGCA T T T CA T T AAAAA T T T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CAGACCA TGGC TGAGAAAC T T AAACGGAAACGACAGT T CA T T AAAAAAAA T T T T C - - - - - - - - - - T T A T T A T T A T AAGT C T T T T A T C T A T ACA TGC T A T A T T C T A T T T TGA T T T T T AGCGT AAGT T CAAACAAAAC T T AA TGT T A TGT CGGAAAAGT AA T T TGGA
AA T T T A T T - T AA T T T CAA T AAAA T TGAAA T TGACAAA TGGA - - T A T AA T CCA TGGC TGGGAAAC T T AACGGGAAACGACAGT T CA T T AAAAAAAGT T T T T - - - - - - - - - - T T AA T A T T A T AAGT C T T T T A T C T A TGGT A T AA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAA TGACAAA T A T CAGA T T TGT AAA T AGAAACC T CA
AAAC T A T T T T AAAACAGGT ACAAC TGT CAC TGT CA TGGA - - T C TGGACAGCA TGGC TGGGAAAC T T AAA TGGGAACGACAGT T CA T T AAAAAAAGGT T T T - - - - - - - - - - T T AA T A T T A T AAGT C T T T T A T C T A TGT TGGACAGAC T T T A T T T CAA T CA T T CACGAGTGCACCAAAAACAAAAACA T TGAACAGA T AGA T AAACCCCCCA
- - - - - - - - - - - - - - - - - - - - - - - - T T AA T AAAACGAA T C - - - - T T AAAAGCA TGGC TGGGAAAC T T AAA TGGAAGAGACAGT T CAC T AAAAAAAGA T T T T - - - - - - - - - - T T AA T A T T A T AAGT CA T T T A T C T ACCGTGTGT TGCA T C - - - - - - - - - - - - - GCCGACC TGGACA T AGGAAA T CCCA TGT AAA T T T T AAAAA TGA TGAA T A
- - - - - - - - - - - - T T C TGA T AGT T C T AAACC TGAA T AA T T TGT T AA TGAAGCA TGGC TGGT AAAC T T AAA TGGAAACCACAGT T CA T T AAAAAAAAA T CC T - - - - - - - - - - T T AA T A T T A T AAGT C T T T T A T C T A TGAAA TGAGGT A - - - - - - - - - - - - - - - - A T AAGT CAGTGAGT AAAA T T T A T T T T A - - - T T T CAGAGA T A T T TGT T T
- AC T T A T T T CAAC T T T AA T T TGACAAGAGT TGACAAGT T T A - - GT TGAGCCA TGGC TGGGAAAC T T AAA TGGAAACGACAGT T CA T T AAAAAAA T T T T T T - - - - - - - - - - C T AA T A T T AGAAGT C T T T T A T C T A TGAGT TGAGC - - - - - - - - - - - - - - - - T AAAGA T C T CAAAAGCA T A T CGCGT T T T AAA T T T A T AGAAA T AC T AGACA
- - - - - - - - T T AACC T T T AAAA T AAA T T ACC TGT CAA T A T T A T TGT TGGACCA TGGC TGGGAAAC T T AAA TGGAAACGACAGT T CGT T AAAAAAAGT T T C T - - - - - - - - - - T T AA T A T T A T AAGT C T T T T A T C T A TGGT T TGGACA T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC TGA T CGGCC T T T AACGT AGACGT T T AA
AA T T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AGAAAACA TGGC TGGGAAAGT T AAAGGGAAACGACAGT T CA T T AAAAAAAGT T T T T - - - - - - - - - - T T AA T A T T A T AAGT C T T T T A T C T A TGGA T AGAAAA T T A - - - - - - - - - - - - - T C TGAA T AGAA TGACA T A T CA T A TGT CAAC T T T T - - - - GACAA T C T T AA
- A T T T A T T - - - A T A T T CGT AGCA T TGAAC T AAA T AAA T T TG - - - T T T AACCA TGGC TGGGAAAC T T AAAGGGAAACGA T AGT T CA T T AAAAAAAGT T T T T - - - - - - - - - - T T AA T A T T AGAAGT C T T T T A T C T T TGA T T C - - - - - - - - - - - - - - - - - - - - - - AGAACC T CGAAAA T A - - - - A TGGAA T AAA T T AGTGGAA T AAA T T AGTG
GA T T T ACC T AAA TGACGGT A T T ACGA T A T T T CC T AAA T TGA T T T T T T AGT CA TGGC TGGGAAAC T T AAACGGAAAGGACAGT T CA T T AAAAAAAGGT T T T - - - - - - - - - - T T AA T A T T A T T AGT C T T T T A T C T A TGT T T T T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T TGT CAC TGT CA T T TGA T T TGGGGT CAGTGT TGCCA
- - - - - - - - - - - - - - - - GGTGT T AC TGT A T T T T A T ACA T T - - - T T A T AAA T CA T AGC TGGGAAAC T T AAA TGGAAACGACAC T AGA T T AAAAAAAGA T T T T - - - - - - - - - - T T AA T A T T A T AAGT C T T T T A T C T A TGA T AAA T AAAC TGCA T T C TGA T T T T - AC TGT ACGT AAGAAAC TGAAA T A T TGT TGAC TGT T T AA T AGAA T C T T T T
- - - - - - - - - - - - - - - - GGT A T AAACA TGC T T AACGTGAGT AA T T T C T AAACA TGGC TGGGAAAC T T AAA TGGAAACGACAGT TGA T T AAAAAAAGT T T T T - - - - - - - - - - T T AA T A T T A T AAGT C T T T T A T C T A TGT T T C T AAAA T T C T A T T T TGA T T T A T T CCAACAAA T CAGA T CCAACAGAGAGAA T T C T T A T CCAACAGA T CA T AA
AC T C T A T T - - - - T T T T A T TGACAGC T CACGTGACGCACG - - T T T T T T AA T CA TGGC TGGGAAAC T T AA T TGGGAACGACAGT T C T T T AAAAAAAGA T T T T - - - - - - - - - - T T AA T A T T A T A TGT C T T T T AGC T A TGT T T T T AA TGC T T T - - - - - - - - - - - - A T TGACA T AC T AGACA T T A TGGAA T AGAAA T T CGAAGT A T AA T AGTGCA
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TE: rnd_1_family_475.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 1027bp; fragments: 1941; full length: 526 (>=924.3bp)
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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 1027 bp
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TE: rnd_1_family_475.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1327bp; fragments: 1939; full length: 0 (>=1194.3bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000

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_1_family_475
 size: 1001bp; fragments: 1764; full length: 524 (>=900.9bp)
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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

Before TEtrimmer 1001 bp



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

TE consensus after TEtrimmer (bp)
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