
Start crop Point End crop Point

MSA length = 1386
- - - - - - - T T T CC TGGA T T T T ACAGT AA T T AG - - - - - - - - - - - T T A T T AGT T AAAGC T CACA T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGT CA TGGCAAC TGCCCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAGCGA T C T T T TGAAGT AAAA T A T TGTGGT T T T A T ACACAACGGAAAGCCA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGAAA T AAA T AGCC T AAA
- - - - - - - T T T TGGCGGGAACGC T ACCA T A T C - - - - - - - - - - - A T T TGGGT CA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGA T T TGGGTGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAGCGT C T A T CCGG - -
CGGCGT T T T T AGT AAAA T T T AC T A - AA TGGT T T T T CACAAAGGT AC TGGACA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGT - - - - - - - - - - - - - - - - - - - A T A - CCAGTGT CAACAA T A T C TGA T CA TGC - - - - GAA T AA T TG - - - - - - -
T T CCA T A T T T T T T AAAAA T T TGT ACAA T T ACC T T T CACAAGAAAA - - - ACCA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGT T T AAGCC TG - AACAGAG - - GT A T C T AGCGGCAGT CGCACC T AGT T ACGC - - - - AAA T AA T TGT AGT AAG
GAACACGC T T T T T AGCA T CCC T CA - - - - - - - - T T T CACAAGAGGA T T AGT CA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGCAAC T ACA TG - GAA T AAA T CA TGT C T A T CGGAAA T T AAGCGAGACCA TGT - - - - AAAAGA T TGAAC T - - -
T T T T T T A T T T T T T AAA T A T C TGT T T AGTGGCGC T T T T CGAAAGT A T AGACCA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGT A T AGAC T T T T ACA T AGA T T A T A TGT AA TGACGGCCAA T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - -
GCAAC T ACC TGTGA T T T T T T T T T AGAA TGGC - - - - - - - - - - GGGGCCGGGCA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGGGCCGGGC T ACAAA - AAA T CA T A - T T TGCGGTGAC TGTGTGT A T T CA TGCAA TGAAA T AGC T AGC T AAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGT T T T AAACAC - - - - - - - - - - - - - - T C T ACGACA T A TGT CA T T AA T CA TGC - - TGA TGT CA T T A - - - - - - -
CA T T T T A T T T A T T AAAA T A T AGT A T T A TGGC T T T AC T T AAAGGGT T T T A T CA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGGT T T T A T T T T T AAA T AAA T CAAA - A T AAGAGCAAAAA TGT AAG - - - - - - - AAAAAAA T AA T T CGT T A - - -
T AAGCGA T C T T T TGAAGT AAAA T A T AA TGTG - - - - - - - - - - - GT T T T T A T CA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGT T T T T A T T A T T A T A T - - - - - - - - T T CCC TGGAAAC T T CAAACG - - - - - - - AA TGAAA T AAA T AGCC T AAA
T AAAGAAC T CC T T AAAA TGAAGCA - AA T TGT T T T T CA TGAA T - - - - - - AGCA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAGCGA T C T T T TGAAGT AAAA T A T AA TGTG - - - - - - - - - - - GT T T T T A T CA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGT T T T T A T T A T T A T A T - - - - - - - - T T CCC TGGAAAC T T CAAACG - - - - - - - AA TGAAA T AAA T AGCC T AAA
- - - - - - - - - - - - - - - AACGT AA T A TGA TGC T - - - - - - CAAAGGTGAAGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGTGAAGAC TGT - - - - - - - - - - - - - - ACGGGAAAAACCAGA T A TGA - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGTG - - - - - - - - TGAG - - - - - - AAA - AGCGAGT CAAAAAAACGCA - - - - - - - - - TGAA T TGA T TGT AA T A - -
CGGCGT T T T T AGT AAAA T T T AC T A - AA TGGT T T T T CACAAAGGT AC TGGACA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGTGGT AGT T TG - GAA T AAACCA T A - CCAGTGT CAACAA T A T C TGA T CA TGC - - - - GAA T AA T TG - - - - - - -
CGGAA - - - - T T T T AAA TGT T T C T A - AACGAC - - - - - - - GT A TGGCACA T T CA T AGA T AAC T T T A T AGA T TGCCCAC T CCCA TGT T A T T T T AGGAGCCGT A - - - - - - - - - - AAAGC TGCCCCCAGAGTGGAAAGGCCA TGGGCACA T T AA T - AA T T - - - - - A T T T A TGGTGGGGGT TGAA T T TG - - - - - - - - - - - AA T T ACC T A T ACA - - -
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TE: rnd_4_family_2292.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1386bp; fragments: 717; full length: 133 (>=1247.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1386 bp
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TE: rnd_4_family_2292.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_rc.fa

 size: 1688bp; fragments: 717; full length: 0 (>=1519.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_2292
 size: 1478bp; fragments: 712; full length: 62 (>=1330.2bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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