
Start crop Point End crop Point

MSA length = 793
T T T A T CAAGTG - T T A T T TGA T AA T T TGA T T TGC - CAAGT T A TGGT - - - - - - - - - - T TGAAA - - - - AA T AGT T A T T T T TGT A T C T CGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T T T T T T T A T AGAGAAACG - - T CA T AGCAA T T AAAC T T T T
T T TGT ACA T T A T T TGT T T AAC T C TGGAGTGT AC - T A T AGTGT AGG - - - - - - - - - - TGGAAG - - - T AA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAG - - - - - - - - - - - T A T A T T T T A T AAAAGAAAAGT T - - T CACA T T AAA T AA T A T T C -
T T A - - - - - - - - - T T T T T T AA T AGTGT AAAAAA T - T AC T T T T TGCA - - - - - - - - - - GT AGAA - - - - AA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAAAC T TGT CA T T T T T TGACGT T TGT AGAAAAAG - - - - - - - - - - - GT CA TGT T AACGCC T AGGCACA - - - - AAAGT AAAGCAC T C T T T
T T A - - - - - - - - - T T T T T T AA T AGTGT AAAAAA T - T AC T T T T TGCA - - - - - - - - - - GT AGAA - - - - AA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T T T T T TGA T T T T TGT AGAAAAAG - - - - - - - - - - - GT CA T T T T AACGCC T AGGCACA - - - - AAAGT AAAGCAC TGT T A
T T T - - - - - - - - - T T T T T CAAAAGT A T T AA T T T T - GACGT AA T TGA - - - - - - - - - - T AA - - - - - - - AA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T AA T CAAAAAAA T AA T A - - T CAGAA T AAAAAACA TGCC
AAAGT A T A T TGT T T T T T - - - - - A T AAA T T AGA T - - AC T AC T T AC - - - - - T AAA T - T CGA T AAAA T AA T AGT T A T T T T T - T A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CAA T T CA T AAAAGAGGCAAA - - - TGA TGAAACC T A T T TGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGACA - - - AAA T AGT T A T T T T TGT A T C T AGTGCGCCAAGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA - - - - - - - - - - - GT CA T T T T AACGCCAAAAGT CA T T AAAAAGT AAGGCAC T T T T A
- - - GT CAAC T A T T T C T T T T - - - - - - - - - - - - - - - T A T C T T T T TGAAAA - - - - - - - - - - - - - - - - AAA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - C T A T CAA T T CCCGAACC T TGT CA T T T C T TGACGT T TGT AGAAAAAA - - - - TGAAA T C T T CGA T T CAGTGAAAAGGAAA - - - - TGCGGAAA T T AGA T CAGC
- - - A T A T A T T T T T C T A TGAGGAA T A TGA T A T T C T T A T T A T T T T CAAAA T T A T A T T T TGAGAACAGAA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGGT T T T TGTGC T T CC T AA T T TGT A TGGAAAGCA T AC T A TGT CAA - - - - - - - - - - - - - - - - - AA T AA T AGT T A T T T T TGT A T C T AGTGTGCGAAC TGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAA T T C T CGTGGCGGCGAAGGGAAAAAA T T AA T AA T AAA T AA T C T AA T
GGA T T T T TGTGC T T CC T AA T T TGT A TGGAAA - - - - - - - - - - - - - - - - - - - - T A T - A TGACA - AA T AA T AGT T A T T T T TGT A T C T AGTGTGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CAA T T CA T AAAAGAGGCAAA - - - TGA TGAAACC T A T T TGA T
- - - GT A T A T TGT T T T A T T AGGAGT AAAAA T CA T - - AC T T T - - - - - - - - - - - T A T - T T T ACA - AAAAA T AGT T A T T T T TGT A T C T AGTGTGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T AAAAA T AA T ACC TG - - - T AAGT AA T T A T ACAGGGT
T T T A T T T A T C T T C T T C T CGC T A T T AACGGAGGT A T AC T C T C T T AAGAC T T A T AGT T T AAGAAAA T AA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CAA T T CA T AAAAGAGGCAAA - - - TGA TGAAACC T A T T TGA T
T T TGT CGGA T A T T T T C TGTGT T T TGT AAAA T T AAGGC T T T T CGCA - - - - - - - - - A T AAACA - GGAAA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA T T A TGT AAACCGT AGGT T C T AGAACGAAGAA T AA T T T T AAAA T A T CCAA T T T T C
AACA T A T A T CGT CC T A T TGC TGCCAAAAGT CAC - AAC T T T T T T AA - AA T T AAA T T ACGA T AAGGAAA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAAC T A T AC TGT C T C T CCA T T AA T AAAAAA TGT - T ACC T C TGTGGACA T T - TGT T AGAAAAA - - AAA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - C T A T CAA T T TGCGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA T A T T T T AAAC TGT T AA T CCAACGGAGAC T AA T T AGT T AAACAAA T T TGCC T AAC
AA TGT A T A T TGT T T T A T T AGGAGT AAAAAGGA T - - AC T T T - - - - - - - - - - A T A T - T TGACA - AA T AA T TGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CAA T T CA T AAAAGAGGCAAA - - - TGA TGAAACC T A T T TGA T
AA TGT A T A T TGT T T T A T T AGGAGT AAAAAGGA T - - AC T T T - - - - - - - - - - A T A T - T TGACA - AA T AA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T T CA T AAAAGAGGCAAA - - - TGA TGAAACC T A T T TGA T
AA TGT A T A T TGT T T T A T T AGGAGT AAAAAGGA T - - AC T T T - - - - - - - - - - A T A T - T TGACA - AA T AA T AGT T A T T T T TGT A T CAAGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CAA T T CA T AAAAGAGGCAAA - - - TGA TGAAACC T A T T TGA T
GT AA T T CA T TGT T T T AC T T C T T T TGAAAGT T A T - T A T T T T T T T T C - - - - - A T T T T T TGACA - - - AAA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA - - - - - - - - - - - GT CA T T T T AACGCC T AGGCA T A - - - - AAAGT AAAGCAC T T T T A
CAAGT T TGT T T CGT T T T TGACGA TGGAA TGT T A - AAC T T TGT TGAAAA TGA T AC T T AAA T A - A T AAA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAA T T CA T AAAAGAGGCAAA - - - TGA TGAAA T C T A T T TGGT
- - - - - - - AA TGT T T C T A TGC T T T T AAAAAA T AA - T AA T T T AAACAAAA - - - - - - - CAAAAAG - - AAA T AGT T A T T T T TGT A T C T AGTGCGCGT AGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA - - - - - - - - - - - T T T AC T T CAAGT T TGAACCACA T - - C T AC T CGA T A T T C T TGT T
T T AGTGCAAAA T T T T C T CGGT T T T TGAGAA TGT AC T T T T T C T T CA - - - - - - - - - - T ACACA - AAGAA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA T T T T T TGAAC T T T AAAA T T AAAAAAAAAA T T AAG - - T AGCGA T ACAGAC T TGGT
T A TGT AAAA T A T T T T C TGT - - - - - - - - - - GT T T ACAA T T T T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T T A T A T T T A T T T T T T T AAGTGC T A - - - - - - - - - - C T A T CAA T T CGCAAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA - - - - T T AAAC T - - AAGA T T T AAA T CGCAAAAAAA T T T A T T T A T A T T C - - - - - - -
A T T - - - - - - - - - T T C T T CAAAAGT A T T AA T T T T T T T CGT T A T TGA - - - - - - - - - - T AA - - - - - - - AA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA - - - - - - - - - - - GT CA T T T T AA TGCA T AGGCA T A - - - - AAAA T AAAGCAC T T T T A
- - - - - AAAAAA T T T T T CGAA T T T T AAAC T A T ACA T A T T T T T T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA T T T T - - - - - - - GT AACGT T TG - - AAAAAAAA T AA T CGAGT AAAAA TGACC T T A T
- - - GT T AAGCA T T T T T TGT CGGT T AGGGAAA T T - TGT T T T A T TGG - AAA T - - - - - T T AACG - - T AAA T AGT T A T T T T T A T A T C T AGTGCGCGAGGTGC T A - - - - - - - - - - C T A T CAA T T CGCGAACC T TGT CA T A T T T TGACGT T TGT AGGAAAAA T T T T - - - - AC T T T C TGT TGGGGAAAAACACAAAA - - T T T T AAAAC T AGAGTGT T
- - - - - A T A T T T T T T T T CGAA T T T T A T AC T A T ACA T A T T T T T T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T CAA T T CGAGAACC T TGT CA T T T T T TGACGT T TGT AGAAAAAA T T T T - - - - - - - GTGACGT T TGAAAAAAAAAA T AA T CGAGT AAAAA TGACC T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CAA T T CA T AAAAGAGGCAAA - - - TGA TGAAACC T A T T TGA T
- - - T T AC T T CA T CCC T A T AGT T C TGAAAAAAA T - - A T T T TGT A - - - - - - - - - - - - - - - - - - - - AAAA T AGT T A T T T T TGT A T C T AGTGCGCGAAGTGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T T CA T AAAAGAGGCAAA - - - TGA TGAAACC TGT T TGA T
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TE: rnd_5_family_3994.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: 793bp; fragments: 1134; full length: 1 (>=713.7bp)
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TE consensus genomic coverage plot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 793 bp
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TE: rnd_5_family_3994.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: 1112bp; fragments: 965; full length: 0 (>=1000.8bp)
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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_5_family_3994

 size: 363bp; fragments: 568; full length: 17 (>=326.7bp)
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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 363 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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