
Start crop Point End crop Point

MSA length = 683
- - - - - - - - - - - - - - - - - T T TGC - - T AGTGT TGA T T TGACC T T T T T TGT T AA - - T AGT ACGAGAGC T AGCAACGT CGGGAAAACAAGT A T T T T AAGAAAGC - - - - - - - - - - AGT T T T C T T AAAA T CC T T T C T C TGAAACGT TGC T AGC T C T T AGAC T AGCCCGC T AC T CGC TGT T T ACC T T AC T T A T A T T A T T T - - - AGA TGCGCGAC T TG
GT A T T CACAGCACAAA T AA T T C - - TGT T T T TGGT A T A T T T T T C T T - - - - - - - - T AGT ACGAGAGC T AGCAACGT CGGGAAAACAAGT A T T T T AAGACGT C - - - - - - - - - - AGA T T T C T T AAAA T AC T T T C T CGAAA T CGT T CC T AGC T C T T AGAC T A T - - - T A T A TGTGT C T T A T T T T T T T T ACAAGA T AA T T - - - AAA T T T AA T A T T T A
- - - - - - - - - - - - - - - - - - - - - - T T CGACAGT AAC T CACCGA T CA T - - - - - - - A T AGT ACGAGAGC T AGCAGCGT CGGGAAAACAAGT A T T T T AAG - - - - - - - - - - - - - - - AGC T T T C T T AAAA T AC T T T C T CGAAAACGT TGC T AGC T T T T AGAC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAACC T AAAAA T A T CA T C T T T T T T T C T T CAAAAGT T A T C T T T AGT - A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGC T T T C T T AAAA T AC T T T C TGGAGAACGT TGC T AGC T C T T AGAC T A T - - - TGT T TGGA T CGAGA T T T T AA T A T AAGAAGA T T - - - GT AC TGAACAAAGA
AAAA T TGAACCCAGT C T C T T T C - - T ACAA T T A - - - - - - - - - - - - - - - - - - - - - T AGT ACGGGAGC T AGCAACGT CGGGAAAACAAGT A T T T T AAGAAAGC - - - - - - - - - - AGC T T T C T T AAAA T AC T T T C T CGAAAACA T TGC T AGC T C T T AGAC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAACAGT AG
T AA T C TGAACGAGGCC T T TGGT T T T T T TGGTGGT CAAC T CAA T A T - AC T - - T A T AGT ACGAGAGC T AGCAACGT CGGGAAAACAAGT A T T T T AAGAAAGC - - - - - - - - - - AGC T T T C T T AAAA T ACA T T C T CAAAAACGT TGC T AGC T C T T AGAC T A T AAGAA TGTGGGT T AAAAC T T T T AAA TGGCA T T AC T A T T AA T T C TGT CCGCAA
AGA T T T A T AGT T ACCC T CA T T T T T T T C T AC T AGT CAAC T T T CGA T - A T T T A - A T AGT ACGAAAGC T AGCAACGT CGGGAAAACAAGT A T T T T AAGAAA T C - - - - - - - - - - AGT T T T C T T AAAA T AC T T T C T CGAAAACGT TGC T AGC T C T T AGAC TGT AAGTGAAAAAAA T AGGT ACCCGGTGTGA T T T T A T T AACAAA T T AAGCGT A T A
A T T AGT CAAA T AAAA T T CA T T T TGCA T T AC T AC T T T ACC T A TGA T T A T CC - T A T AGT ACGAGAGC T AGCAACGT CGGGAAAACAAGT A T T T T AAGAAAGC - - - - - - - - - - AGC T T T C T T AAGA T AC T T T A T CGAAAACGT TGC T AGC T C T T AGAC T A T AAGGA T A T T AGGCAAGT T T T T TGAA TGAAAGAA - - - - - AA T T CCAAA T AAAA
AAA T ACC T AA T AAGT C T T A T A T T T - - - - - - - - - - - - - - - - - - - - - T AGT AA - A T AGT ACGAGAGC T AGCAACGT CGGAAAAACAAGT A T T T T AAGACAGC - - - - - - - - - - AGC T T T C T T AAAA T AGT T T C T CGAAAA TGT TGC T AGC T C T T AGAC T A T - - - - - - - - - - - - - - - - - - - - - TGT CAAACGT T A T T A T - A T C TGT TGCGA TGA
GT AA T T AAAGACAC T T T T T C T C - - C T T CA T TGA T T T AA T AA T CAA TGT T A - C T T AGT ACGAGAGC T AGCGACGT CGGGAAAACAAGT A T T T T AAGAAAGC - - - - - - - - - - AGC T T T C T AAAAA T AC T T T C T CCAAAACGT TGC T AGC T CA T AA - - - - - - AGCC T T C TGACCGAAACGT T T AAA T AAAGT CA TGGT CAGT T T CAA T ACCGA
AGT T C T A T A T TGGAC T T CC T TG - - CAC T A T TGGGC T ACCCCGT A T T A T CAA T A T AGT A T T AGAGC T AGCAACGT CGGGAAAACAAGT A T T T T AAGAAAAC - - - - - - - - - - AGC T T T C T T AAAA T AC T T T C T CGAAAACGT TGC T AGC T C T T AGAC T A - - AGT T CACAGGT TGT T T AC T T CA T T TGGGAAAA T T A T CAAGT T T AAGAACAA
AAAA T T AAACCCAGT C T C T T T C - - T ACAA T T A - - - - - - - - - - - - - - - - - - - - - T AGT ACGGGAGC T AGCAACGT CGGGAAAACAGGT A T T T T AAGAAAGC - - - - - - - - - - AGC T T T C T T AAAA T AC T T T C T CGAAAACA T TGC T AGC T C T T AGAC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAACAGT AG
A T A T T TGAAGTGAAAC T T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT ACGAGAGT T AGCAACGT CGGGAAAAC T AGT A T T T T AAGAAAGC - - - - - - - - - - AGT T T T C T T AAAA T AC T T T C T CAAAAACGT TGC T AGC T C T T AGGC T A T - AA T A T T AAA T TGGAAGA T T T TGT T TGAAAAAG - - - - - TGACA T AA TGC TGT
AAAA T T AAACCCAGT C T C T T T C - - T ACAA T T A - - - - - - - - - - - - - - - - - - - - - T AGT ACGGGAGC T AGCAACGT CAGGAAAACAGGT A T T T T AAGAAAGC - - - - - - - - - - AGC T T T C T T AAAA T AC T T T C T CGAAAACA T TGC T AGC T C T T AGAC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAACAGT AG
- - - T AAA T ACC T AA T A T AC T T T - - TGA T T T CAGGT CAGT T C T TG - - A T T AC T A T T A T - - - - - - - - T AACA T C T CCGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGC T T T C T T AAAA T AC T T T C T CAAAAACGT TGC T AGC T C T T A T AC T A T AAGT A T T T T AAC T AAACA T C T T A T ACAGGGT AA T AA T C - - - - - - - - - - - - - A
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TE: rnd_1_family_131.fasta.b.bed_uf.bed_g_2.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: 683bp; fragments: 6505; full length: 1326 (>=614.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 683 bp
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TE: rnd_1_family_131.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 983bp; fragments: 6538; full length: 0 (>=884.7bp)

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_131

 size: 361bp; fragments: 3402; full length: 1313 (>=324.9bp)

TE consensus (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 361 bp
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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PFAM domains



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