
Start crop Point End crop Point

MSA length = 1059
CC T T T AGC T T T T T A - - T ACCCAAAGGGT AAAAAAACGT CCGT CAAA T C T T AAGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T T A T AGT CAGGAA - - - - - - - T AA T A TGT TGCCGC T A T AAGAACAAA T AC T AAA T T AAA T AA T T T A - AAAA
- - - - - - - - - - - - - - - - CACCGAAGAC T T T CAA - - - - - - - - - - - - - - CC T AAAGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T AAAAGT CACGAGA T A T T T A - - - CAGACAGT T A T T T CGGAAA T AGT C - - - - - - - - - - - - - - - - - - - GCGA
C T T TGAGCA - - - - - A T T A TGGTGT A T A T TGCAAAA - - CAAGCG - - - T C T T T AGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T - - - - - - - - - - - - A T A T T TG - - - - - - AGAGTGC T T T CGGA T AC TGT T T ACA - - C T A TGCAAGT T T - GT AG
A T T TGAGA T T T C T C - - T C T T T ACGAGT T T CAA - - - T T T AGGCAAAA T A T T AAGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T T AC - - - - - - - - - A T A T TGG - - - GCGA T TGTGA T T T TGT AAAC T AGGACCG - - T CA T AACC T T T - - - - - -
C T C TGAGA T T T T T CA T T AAC T ACGGT T T T CAAAA TGC T AAACAAAGT A T T AAGC T AGGTGT CCAC T TGAGT T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T T A T - - - - - - - - - - - - - - - - T AA T T T ACACAAGT T T TGTGAA T A TGT C T AGACACA TGCAA T T T T A - - - -
C T C TGAGGA - - - - - - - - - - - - - - - - - - - - - - - - - - TGC T AGCGACGCGT T AAG - - - - - - - - CCAC T TGAGA T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T T AG - - - - - - - - - - - - - - - - CAAC T AACCGACGACGACGGCC T AA T AACCCAACCAAA T T T C T T CA - - AA
T T T TGAGT T - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AAGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGTGAC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T T ACAGT CAGAGGA T AA T TGT AA T TGAGTGAAA T T AAAAAAAACA T T TGCCGA T C T T AA T AGCC T AA TGC
T TGTGAGAAC T T T CGT TGT CGAGAGT T T T CGG - - - C T CAAGTG - GACC T T AAGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGTGAC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T T T AA T CC TGGAG - T A T T TG - - - C TGACA TGCACCAAGCCGA T AGT T AACAGGT AA TGC - A T T T T - AGGG
C T T TGAGAA - - - - - A T CA T T T AAAA T A T T T AGAAAGT TGAGCGAAA TGT AAAGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T T AAAGT CAGGAG - - - - - - - - - - - - - - - - - - - - - C T AGGAGA T AGT C - - - - - - - - - - - - - - - - - - - GCGA
T C T CAAA T T - - - - - ACCA T CAGAA T T AA T AAAAAA T A TGAACAGGA TGT T AAGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T T T ACGT C - - - - - - - - - - - - - - - T TGAAC T CGGT TGGT T AGA T CA TGA T T AGA T C T TGC T ACGCC - - - - -
- - - - - - - - - - - - - - - - T A TGAAGAAAA T T CCA - - - - - - - - - - - - - - T C T A T AGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - AGAGT T T T CC T C T CAAGTGGACACC T ACC T T T AG - - - - - - - - - ACA T T - - T AAAAGCAACAAA T TGCAGGAGT CACC T CC T AAC T A T T C T AC T A T AACAA
CA T T A T AA T T T TGC - - T A T T CAAA T T A T T C TG - - - TGTGT CCCAAA T C T T AAGC T AGGTGT CCAC T TGAGA T T T T C T CGCGAGAGT T AC T C T CGAGAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCCGCGT CA T T A T CGT AA
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TE: rnd_5_family_11898.fasta.b.bed_uf.bed_g_3.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 1059bp; fragments: 296; full length: 55 (>=953.1bp)
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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 1059 bp
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TE: rnd_5_family_11898.fasta.b.bed_uf.bed_g_3.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: 1359bp; fragments: 296; full length: 0 (>=1223.1bp)
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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

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_11898
 size: 1037bp; fragments: 303; full length: 56 (>=933.3bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1037 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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