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MSA length = 572
T T C T AGT T T AGT T T CCCAGGGGCGC T A T T C TGT ACACGGCA T CGAC T A T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAGACACGAAAAACA T T AGACGA T CA T A T A T A T T T T T CCAA TGC T CC
T T - - - - - T T AACCGGCCAGGGGCGC T A T T C TGT ACACGGCA T CGA T AA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - AGC TGT CGGT AAC T T ACCGA T ACCGACGA T TGT ACAGAA T AGCGCCCCAGG - CAAGACACGAAAAACC T T AAACGA T AAAA T C T A T T T T T T CAAGGC T CC
GAC T AGC T T AGCGCCCCAGGGGCGC T A T T C TGT ACACGGCA T CGACAA T CGT CGGT A T CGGT AAA T T ACGACAGC T C T TGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - AGC TGT CGGT AAC T T ACCGA T ACCGACGA T TGT ACAGAA T AGCGCCGCCGGT T AAA - - - - - - - - - - - - - - AGA TGCCCAAA T AAA T CGT ACCA - - - - - T C
C T C T AGCGT T CGAA T CC TGGGGCGC T A T T C TGT - - - - - - - - - - - AAAA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACGGGT T C T AGAGAGCA T CAAAGAGCCAGACG - - - T C T T AAAA T AC T TG
T T - - - - - AAAACAGGCCAGGGGCGC T A T T C TGT ACA TGGCA T CGA T AA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - AGC TGT CGGT AAC T T ACCGA T ACCGACGA T TGT ACAGAA T AGCGCCCCAGGAGAAGACACGAAAAACA T CAGACGA T AAAA T C T A T T T T T CCAAGGC T CC
GGC T AGCA T AGCGCCCC TGAGGCGC T A T T C TGT ACACGGCA T CGA T AA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - AGC TGT CG - T AAC T T ACCGA T ACCGACGA T TGT ACAGAA T AGCGCCCC TGGA T AAAA T A T AA TGGC TGT T A T T CAC T TGGA TG - A T T T T CC T TGAAC T T C
T TGT AGC - - - - - - - CCCAGGGGCGC T A T T C TGT ACACGGCA T CGA T AA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T T - T A T A T AGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAGT T T AAGAAAGCA T CG - - - - - - - - - - - - - - - - T T T AC T A TGC T C T
T T - - - - - T T AACCGACCAGGGGCGC T A T T C TGT ACACGGCA T CGACAA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - AGC TGT CGGT AAC T T ACCGA T ACCGACGA T TGT ACAGAA T AGCGCCCCAGAACAAGACACGAAAAACA T T AGACGA T CAAA T A T A T T T T T CCAAGGC T CC
T T - - - - - T T AACCGACCAGGGGCGC T A T T C TGT ACACGGCA T CGACAA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - AGC TGT CGGT AAC T T ACCGA T ACCGACGA T TGT ACAGAA T AGCGCCCCAGGACAAGACACGAA T AACA T T AGACGA T CAAA T C T A T T T T T ACAAGGC T C T
T T - - - - - T T AACCGACCAGGGGCGC T A T T C TGT ACACGGCA T CGACAA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - AGC TGT CGGT AAC T T ACCGA T ACCGACGA T TGT AGAGAA T AGCGCCCCAGGACAAGACACGAAAAACA T T AGACGA T CAAA T A T A T T T T T CCAAGGC T CC
T T - - - - - T T AACCGGCCAGGGGCGC T A T T T TGT - - - - - - - - - - - AAAA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - AGC TGT CGC T AAC T T ACCGA T ACCGACGA T TGT ACAGAA T AGCGCCCCAGAAGAAGACAAGAAAAACA T T AGACGA T CAAA T C T A T T T T T CCAAGGT T CC
T T - - - - - GTGAGAGCCCAGGGGCGC T A T T C TGT ACACGGCA T CAACAACCGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T A TGGCA TGT T AGGCA T T AGGTGA T AA T C T T A T C T T A T T T CAGAAGT C
T T - - - - - T A T T AAAACCAGGGGCGC T A T T C TGT ACACGGCA T CGACAA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGA T ACGT A T T TGT A T A T AGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AAAGT AAAAGTGT T A T T T AGTGT T T T T A T T T TGC T T C T T T AACA T T T
C T C T - - - T AAC T AGACCAGGGGCGC T A T T C TGT - - - - - - - - - - - ACAA T CGT CGGT A T CGGT AAGT T ACGACAGC T C T CGGT ACGT A T T TGT A T A T AGT A - - - - - - - - - - AGC TGT CAGT AAC T T ACCGA T ACCGACGA T TGT ACAGAA T AGCGCCCCAGAACCGT AAGCGGAAACCAAC T T AAAGCGGAAC T CA TGCACC TGGT A T AA T
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TE: rnd_1_family_709.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 572bp; fragments: 2396; full length: 0 (>=514.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 572 bp
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TE: rnd_1_family_709.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 957bp; fragments: 1995; full length: 0 (>=861.3bp)

TE consensus (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_709

 size: 342bp; fragments: 1694; full length: 771 (>=307.8bp)
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Before TEtrimmer 342 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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