
Start crop Point End crop Point

MSA length = 587
T T AAA T AGAAAACAGC T A T A T A T T T T A T ACA T A T A T A TGT A T AA TGA T ACCAGTGGCGTGCAGTGC T AA T CAGA T CAGGGCAGGCAAAAA T TGGT A T AA T - - - - - - - - - - T T TGT C TGGGT AGGCAACGCC T T T T TGCC T ACGT T A T T TGCACGCCAC TG - - - - - - - - - - - TGT T A T ACACC T A TGT T T AA T - - - - CGT T T T TGAAGT A T
T T AAA T A TGA T T T AAA T A T T A T CA TGGCA TGAACACGTGT C T A T CA - - GT CAGTGGCGTGCAGTGA T AA T CAGA T CAGGGT AGGCAAAAA T TGGT A T AA T - - - - - - - - - - T T TGT - - - - - - - - - CAGTGCC T T T T TGCC T ACA T T A TGTGCACGCCACCGC T A TGAA - T T T T T T TGGCCA T T T T T T T T AAA T - T TGT A T T T T T CGAAAAA
GT A T ACCAGAGGCGACCACCA T T A TG - - - - - AACGCC T CCGCGGCGAACACAGTGGCGTGCAGTGC T AA T CAGA T CAGGGT AGGCAAAAA T TGC T A T AA T - - - - - - - - - - T T TGT C TGGGT AGGCAACGCC T T T T TGT C T ACA T T A TGTGCACGCCAC TGGT T AAACC TGCGCC T A T AGCA T T AGAA T AAAAA T T AGGGTGT T CAACCGT
- - - - ACAGGAA T T AAA T T T T A - - - - - - - - - - AACA T AC T TGT A - - - - - A T CAGTGGCGT T CAGTGA T AA T CAGA T CAGGGT AGGCAAAAA T TGGT A T AA T - - - - - - - - - - T T TGT CAGGGT AGGCAACGCC T T T T TGCC T ACA T T A TGTGCACGCCAC TGC T - - - - - - - - - TGT AA T A T AA T T A T T A T CAAA - ACGGT T T T T ACGAACGT
A T T T ACAGGAGTGAGCCAC T T T TGAAAAACA T A T A T A T - - - - - - - - AA T ACAGTGGCA TGCAGTGA T AA T CAGA T CAGGA T AGGCAAAAA T T AGT ACAA T - - - - - - - - - - T T TGT CAGGGT AGGCAACGCC T T T T TGCC T ACA T T A TGT T CACGC T AC TGACA T AA TGAGT C T T T T A T AA T T C T C T A T CAGCGC T AA T AAA T AGGAA T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAA TGC T T AA - - - - A T CAGTGGCGTGCAGTGA T AA T CAGA T CAGGGT AGGCAAACA T TGGAA T AAC - - - - - - - - - - T T TGT CCGGGT AGGCAACGCC T T T T TGCC T ACA T T A TGTGCACGCCAC TGGC T T AAA T CGA T AC T ACA T AA T T A T A T T AA - - - - - - TGT T T T AAAA T T A T
A T AAACAC T T AACAA T C T C T CAGAA TGAGTG - - - - - - - - - GT A T CA - - AACAGTGGCGTGCAGTGA T AA T T AGA T CAGGGT AGGCAAAAA T TGGT A T AA T - - - - - - - - - - T T TGT CAGGGT AGGCAACGCC T T T T TGCC T ACA T T A TGTGCACGCCAC TGGT A T CAAGCAA T T C TGC TGA T TGGAGA T CGACAC T C TGTGC T T T AACCAA
GT AAACCCAAAGGAACCGT T TGCGT AACGT CGACA TGT T T T T T T T AAACGCAGTGGCA TGCAGTGAAAA T AAGA T CAGGGT AGGCAAAAA T TGGT A T AA T - - - - - - - - - - T T TGT CACGGT AGGCAACGC T T T T T TGCC T ACA T T A TGTGCACACCAC TGGA T CAACGT AACGGCGCACAC TGGC T T AAAGCAAGAGGT A T CAAAAA T A T
T T TGGCAAGAAA T ACCGT T T T A T AC T ACAAGT A T A T A T T T A T AA T T AAAC T AGTGGCGTGCAGTGCAAA T CAGA T CGGGGT AGGCAAAAA T TGGT A T AA T - - - - - - - - - - T T TGT C TGAGT AGGCAACGCCA T T T TGCC T ACA T T A TGTGAACGCCAC TGT ACGGAAGT T T T C T TGT AAGA T ACCAC TGT A T A T CAGTGGT T T T T ACAGT
T T T AA T AGT T TGTGA T T T A T T A T A T T A T A TG - A T A T ACCAGT AGCA - - AGCAGTGGCGTGCAGTGC T AA T AAGA T CAGGGT AGGCAAAAA T TGGT A T AA T - - - - - - - - - - T T TGT C TGGGT AGGCAACGCC T T T T TGCC T AC T T T A TGTGCACGCCAC TGGT AGCAAGT A T CA T CA TGT AC T T AC - - - - - - - - - - - - - - - - - - - T AACAA
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TE: rnd_3_family_1227.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: 587bp; fragments: 1204; full length: 87 (>=528.3bp)
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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 587 bp
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TE: rnd_3_family_1227.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: 887bp; fragments: 1202; full length: 0 (>=798.3bp)

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

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_3_family_1227

 size: 489bp; fragments: 1498; full length: 314 (>=440.1bp)
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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 489 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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