
Start crop Point End crop Point

MSA length = 778
CAAAAAAAAA - - GT TGC T T AACGT TGT TGCACAA TGA T T AA T A T T TGG - GA T C TGGGGGCACGGCAGTGCC T CCGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T TGGCAAGAA T AAA T T T A T T AAAA T AAA T T T T A T CGACC T AG
- - - - - - - - - - - - TGT T T T CGA T AC T C T T ACCAGTGACGGCGAAGCGT A - GA T C TGGGGGCACGGT AGGGCC T CCGACAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - C T T CAACAA T AA T T CAAGGA T T A TGAA T T T T T C T AA T T C T T AA T T CGCAGGGA T T CAC T CGCCGT CA T CAAAA T T - C T AAAGT AC T T T - - - T AGA TGTGC
T A T AACACAA T T C T C T T T C T ACGAAGA T AA TGGGA T CAGACA T T T T T AA - - - - - - - - - - - - - - - - - - - - - - - T CGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT T T AGCCGGCGT T AGGAAAA TG - - - - - - - - - - - - - - - - T AA T AGGGC
- - - - - - - - - - - - T CC TGC T TGTGT T - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - CGGCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - C T T AAACAACAA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGT T T CCGAGA T AAAAAA T AGT AAAA T T T ACA - - A T T T T CA TGT
T AGTGAGAAA T T C T CAAC TGT T T T T AA TGGTGAGT A T CAGT AA T T T T A - GA T T TGGGGGCACGGCAGTGCC T CCGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T AA T AAA T A T TGACAAA T T T T - - A T A T AA T T AG
- - - - - - - - - - - - CA T T T T T T ACA TGCACA T A T TGT ACAGAGACC T T AA - AA T C TGGGGGCACGGCAGTGCCCCCGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - C T CAAACAA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGT T T T CGT T A T AAAAAA T - - - AAAA T A TGTG - - - T AAAA T TGA
CGT T AAAA T A T T T T CGA T T T ACC T AA T T A T T TGT T CCA T AAC TGA T TG - AA T C TGGAGGCACGGCAGTGT CCCCGCCAAGT CGAGCACAGCCGT AC T A T C - - - - - - - - - - C T T AAACAA T AAC T CAAGAA T T A TGAA T T T T T C T AA T T C T T AA T T CGCAGTGAC T CAC T CGCCGT CA T CAAAA T T - C T AAAGT AC T T C - - - T AGA TGTGT
T A T AAGAA - - - - T T T T A T AAA T T T TGC T AC T TGT T CCAGT A T CCAGT A - T A T C TGGAGGCACGGCAGTGCCCCCGCCAAA T C T AGCACAGC TGT ACCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAC T CAC TGACAGT CA T CAAAA T T - C T AAGGT AC T T C - - - T AGA TGTGT
T ACAAA T CAGT T T CAAA T T CGT ACCAA T CC TGA T T - - - - - - - - - - - - - - T A T C TGGGGGCACGGCAGTGCCCCCGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - C T T AAACAA T AA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGA T T A T AA T T T CCGGGA T CCCGGA T - GGGA T T CAC
TGT AGAA T AA T T T T CAAA T AACAAAAA TGGACA T T T C T T AA T A T T T T A - AA T C TGAGGGCACGGCAGTGCC T CCGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAC T AGTGA T CAC T AAAAA T A T AAAA T T C T T T T - - - TGAA T T T A T
- - - - - - - - - - - - T ACAAACAACA T AAACG - - - - - - - - - - - - - - - - - - - - AA T C TGGGGGAACGGT AGTGCCCCCGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACAA TGT AGT TGTGT ACAAAGA T A T TGAGGT CAA T T CCGCAGT A T T T T
T A TGGAAA T A - - T T T A T T T T A T A T T T C T C T A TGA T CCCGGGT A T CGAAA T A T C TGGGAGCACGGCAGTGT CCCCGCCAAGT C T AGCACAGCCGT ACCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AAAAAA T - T CAAGT TGCCAC T T - TGACA T TGT
TGAGA TGAAGT CCC T T CA T T A T T T T AGT T T T CA TGA T A T CAAAC T T CA T T A T C TGGGGGCACGGCAGTGCCCCCGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAC T TGCGGT CGT AACGAA T T T TGAAA T ACCAA T T A TGAGT T T A T
- - - - - - - - - - - - CACGTGT T T CA T C T T CA T T TGT T AC T ACA T T T T T AGA T A T C TGGGGGCAC T ACCGTGCC T T CGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - C T T AAACAA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGT T T T CGAGA T AAAAAA T - - - AAAA T ACGTG - - - T AAAA T TGA
- - - - - - - - - - - - T T CGTGGT A T A T CGC T CGT CAC T - - - - - - - - - - - - - - AA T C TGGGGGCACGGCAGT - - - - - CGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - C T T AAACAA T AA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACAA T AA T T A T T AA T A TGCGAGT CAGAA T TGTGT
T A T - - - - - - - - - A T CAGC T T A T ACAAA T A T C T AAA T AA T AAGT A T CAAA T A T C TGGGGGCAC T CCCGTGCCCCCGCCAA - T CGAGCACAGCCGT ACCA T C - - - - - - - - - - C T T AA - CAA T AA T T CAAGGA T T A TGAA T T T T T C T AA T T C T T AA T T CGCAG - - - - TGAC T CGCCGT CA T CAAAA T T - C T AAAGT AC T TGT T A T AAGGT TGC
CAAAAGAAAA - - AC T AAAC T A T T T T AGT AAC TGGT CCGT A - - - - - - - - - GA T C TGGGAGCACGGCAGTGCCCCCGCCAAGT CGAGCACAGCCGT ACAGT C - - - - - - - - - - C T T AAACAA T AA T T CAAGGAA T A T T A T T T T T T C T AA T T C T T AAC T AGCAGTGAC T CAC T CGCCGT T A T CAAAA T T - C T AAAA T AC T T C - - - T AGA TGTGT
T AA T AAAAA - - - AC T AC T T AGAACCAA T AA T AGAGT A T TGAGAGAACAA T A T C TGGGGGCACGGT AGCGT CCCCGCCAAGT CGAGCACAGCCGT ACCA T C - - - - - - - - - - C T T AAACAA T AA T T CAAGGA T T A TGAA T T T C T C T AA T T C T T AA T T CGCAGTGAC T CAC T CGCCGT AA T CAAAA T T - C T AAAGCAC T AC - - - T AGA TGTGT
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TE: rnd_1_family_223.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: 778bp; fragments: 2940; full length: 35 (>=700.2bp)
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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 778 bp
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TE: rnd_1_family_223.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: 1078bp; fragments: 2904; full length: 0 (>=970.2bp)

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_223
 size: 499bp; fragments: 3006; full length: 348 (>=449.1bp)
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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 499 bp



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

TE consensus after TEtrimmer (bp)
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