
Start crop Point End crop Point

MSA length = 626
TGT A TGT AAAAAACAGT A T T T ACAGTGTGT CGAACCGA T T T - - T T AAGGT CCGGT T T T AAACCA T CCGGT AAAAC T T AAGA T T AA T C T AAAGT T T AAACA - - - - - - - - - - T T AAC T AC T ACC T AAAGA T T AACCCGAAGC T A T AAAAC TGGC T C T A - - - - - - - - - - - - - - - GGGT CA T T AGAAAAGC T AA T A T T TGTG - - - A T T T T T T T A
TGAAA TGA - - AGA T CGT TGT CA T T T T A T A TGT AA T T T A T AA T T C TGAGGT CCAGT T T T AAACCA T CCGGT A T AAC T T AAGA T AAA T C T AAAGT T T AAAC T - - - - - - - - - - T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T AA T AAA - - - - - - - - - - - - - - - - - - GTGC T AA - - - AAC T A - - C T AAGGCCCAGT T T T AAA T CA T T C T T T AAAAC T T AAGA T T AA T A T AAAGT T T AAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA - - - - AGA - - - - - - - - - GTGAAAAC T AA TGC T T A T T - A - A T AAC T T T T
T T CC T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - T TGACAG - - C T T AGGCACAGT T T T AAACCACCCGGT AAAAC T CAAGA T CAA T A T AAAGT T T AAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT T T CGG
AGAA T AAGAAACACAA T AA T TGT T T A T CGT T AA - A T AAC TG - - T T AAGGT CCAGT T T T AAAC T A T CCGA T AAAAC T T AAGA T T AA T C T AAAGT T T AAA T T - - - - - - - - - - T T AAC T AC T ACC T AAACA T T AACCAGAAGC T A T AAAAC TGGCCC T T T A T A T AA T T T T AGA T T AA T T A T TGGAAAAAC TGGAAC T CG - - - - - - - - T CC T T T
CCGAGA T C - - CAA TGA TGAGT C T CGAA T T T TGAAACCA TGT T T AA T AGGT CCAGT T T T AAA T CA T CCGGT AAAAC T T AAGA T T AA T C T AAAGT T T AAAC T - - - - - - - - - - T T AGT T AC T AC T T AAAGA T T AACCCGAACC T A T AAAAC TGGC T AAA T A T ACAA - - - - - - - - - - - - - - - - GAAAACGT AAAAA T T T CAAAAAAAAA T T ACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A - - T TGAGGCACAGT T T T AAACCA T CCAGT AAAAC T T ACGA T T AA T C T AAAGT T T AAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T T T TGCC T CGT T T T T C TGAAC T A T CAAAAAA T A T AAA - A T CA T T T T C
T AGAGGT CG - AAACAACAACA T CCGGT A T T AGAGACCGCA T T T C T T AGGCCCAGT T T T AAAC T A T CCGGT AAAAC T T AAGA T T AA T A T AAAGT T T AAAC T - - - - - - - - - - T T AAC T AC T ACC TGAAGA T T AACCCGAACC T A T AAAAC T AGCCC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAAA T T AGT ACC
TGT AAA T A - AAGT AAA T AAA T A T T T AACA T T AAAA T A T T TG - AC T T AGGCCCAGT T T T AAAC T A T CCGGT AAAA T A T AAGA T T AA T C T AAAC T T T AAAGT - - - - - - - - - - - - - - - - AC T AC T T AAAGA T T AAC T CGAACC T AC T AAAC TGGCCA T AGGT A T AGT T T T TGG - - - - - - - - - CGGT AAAC TGCAA T C TGAAAA - ACCC T T T T C
AGT A TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA T AA - - GTGGGGCCCAGT T C T AAA T CACCCGGT AAAAC T T AAGA T T AA T C T AAAGT T T AAAC T - - - - - - - - - - T T AAC T AC T ACC T AAAGA T T AACCCGAA T C T A T AAAAC TGGCC T T - T A T A T AA - - - - AGAGT A T CAGT T T T AA T T A T T A T A T C T AAAGAA - A T T AC T T AC
T T AGCAAC - T AAACAA TGT T TGC T T T TGC TGAGCA T AAAAA - - A T AA T AC - - AGC T C TGAAC T AAAGCAAAA T AC T T AAGA T T AA T C T AAAGT T T AAA T T - - - - - - - - - - T T AAC T AC T ACC T AAAGA T T AA T C TGAACC T A T AAAAC T AGCCC T - - - - - - - - - - - - - - - - T AA T AGT T T TGA T AAGCGAAAC T T AA T - - - - - - A T T T C T
- - - - - - - - - - AAAAAA TGAAGGA T CGT CCCC T A - - - - - - - - - T T T AAGACCCAGT T T T AAAC T A T CCGGT AAAAC T T AAGA T T AA T C T AAAGT C T AAAC T - - - - - - - - - - T T AAC T AC T ACC T AAAGA T T AACC TGAACC TGT AAAAC T AGCCC T A - - - - - - - - - - - - - - C T CA T AAAGT TGA T T T T T A T AA T A T C T AAAAA T AACCAGC
GGT A T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - GT AACAGC - T T T AGGC TGAGT T T T AAGGCA T CCAGT AAAAC T T AAGA T T AA T C T AAAGA T T AAAC T - - - - - - - - - - GT AG - - - - - ACC T AAAGA T T AACC TGAACC T A T T AAAC TGGCC T T A T A T CGAA T TGT AGA - CAA T TGTGT T TGT CA T T T T AA T T T ACAAAGAA T T T C TGT
GGAC TGAG - - - - - - AGGA T T T T C T AAAC T T T T A - - - TGC T A - - C T AA TGCCCAGT T T AAAACCA T CCGGCAAAAC T T AAGA T T AA T C T AAAGT T T AAAC T - - - - - - - - - - T T AAC T AC T ACC T AAAGA T T AACCCGAACC T A T AAAAC TGGCC T T - - - - - T A T T T T T A - - T AA T T T T TGT AAGAAA T T AAAA T A T AAAGA - - - - A T T TGA
GT AA T AAAAAAAACAGCGT TGA T T T A T T T T T T A - - - - - - - - - - A T AAGGCCCA T T T T T AAACCA T CCGGTGAAACAAAAGA T T AA T C T AAAGC T T AAAC T - - - - - - - - - - T T AAA T AC T ACC T AAAGA T T AACCCGAA - C T A T AAAGC TGACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - GGT AACAACA - - - - - - - - - - - - - - - - GCAACGG - T C T AAGGT CCAGT T T T AAACCA T C TGGT AAAGC T T AAGA T T AA T C T AAAGT T T AAAC T - - - - - - - - - - T T AAC T AC T ACC T T AAAA TGAAC T C T AACC T A T AAAAC TGGCCC T - - - - - T AAA T T AACA - AAAA TGC T T AAGGT T T CGGAAGA T A T - - - - A T C T C T T CC
TGT A TGGGAAA T AAAAAAGT T A T T T T T T T T T AAAACAAC TGT T T T T AGGCC T AGT T T T AAACCA T CCGGT AAA - - - - AAGA T T AA T C T AAAGT T T AAAC T - - - - - - - - - - T T AAC T AC T AGC T AAAGA T T AACCCGAACCAA T AAAAC TGGCC - - - - - T A T AA T T TGA - - - - AAC TGT T T AAGA T T T TGGGAGT T A T - - - - A T C T CC T C T
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TE: rnd_1_family_248.fasta.b.bed_uf.bed_g_1.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: 626bp; fragments: 4227; full length: 532 (>=563.4bp)
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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 626 bp
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TE: rnd_1_family_248.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 928bp; fragments: 3842; full length: 0 (>=835.2bp)

TE consensus (bp)
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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_1_family_248

 size: 240bp; fragments: 2036; full length: 850 (>=216bp)
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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 240 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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