
Start crop Point End crop Point

MSA length = 10129
TGTGA T - TGA TGA T T T T T AC T T - CCGAA T T AAA T AAAAA T T T T A T AACCC TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CAC T AACCAC T AAAAAA T A T CCA T A T A T T T AACAAAAGT T T TGGCGGT TGA T - -
TGCAGA - T AAAGTGT T T TGGT - - GT A T TGTGGTGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAC - - T T T C T AAAA T A T AAAA T A - - - - - - - - - - - A T T T T T C T T CGT T AACA T
T AGT T T - CGGAGA T A T AAAA T AA T CGGAC T T T T T AAAAA T T T A T T - AC TGTGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACAACGT T T T T A T A T C T A T T AGTGGA T T AAA - - - - AC T C T T T T TGA T AG - - - T
CGA T A T T T ACAAA T T TGT AA T - - T AGAA T TGGCAAC - - - - - - - - - - - AGT TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACACAGTGT CC T AGAAAAAGAA T A T A T T T AA - - AAGA T T T CAGAGGT AA T T T T
T - - - - - - CGACGAC T T T T - - - - - T CGAAGTGGT CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACAAAA T T AGTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
T - - - - - - CGAAAAC T T T T A T T - - T CGAA T T CGT CAGT C - - - - - - - - GGA T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAGGA T C T T TGAGAGCGCCAGCA - - - - - - - - - - - - A T T T T T T T CGT T AA T A T
T T C TGC - AA T AGGT T T T T T A T AA T CAGCC TGGCGAAA T - - - - - - - - AGGA TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAAGGT T T T T CAAAGAAACGC T T AA T T TGACAAGAA T T T T CC T CACAAA T AA
C T CGT T T CACGGA T T T T T T C T A - - - - - - - - - - - - - - - - AC T T T T T - GTGT TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAGT C T C T T T AAGCACA T TGGT AGA T T T AA - - - - - - - - - - - - - - - - - - - - - T
TGCG - - - CGCACAA T T T TGACG - AGGT A T TGGCACGTG - - - - - - - - CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAACGT T TGT AA T CGT A T T CACA T AGT T AACAAAAC T A T CCCAGT T T AA T - C
T C T TGT T AA T AA T T T T T T AAAG - T AAGGC T AAAAAA T AA T T T T T T AA T A T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T T T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACAA T A TGT C T AAAAC T A T CGAAA T A T T T AA - - AAA T T A TGT AAAGT AAGT - -
AA TGAGAAGGAGT C T T T CGT CC - CCGA T TGAGTGAAAAGT T T T T AAA T T T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAA T T T T T T T T ACAGTGT AGGAAAAC T T AGCAAAAC T C T CAAAAA T C T A T A T
C T C - - - - CACAAAC T T C TGGGAA T AGA T A TGGT TGAA T - - - - - - - AGT AC TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAGT AAAC T T AAAGT T A T CAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - T
T T T CGT T T A TGCA T T T T T AAAAAC TGAGC T AGCAAAAC - - - - - - - T AGT T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAAGA T T T C T T A T T T CAACAACGC - - - - - - CAAAGT AA T T C TGGAC T T A T - -
GGT AGGT AA T AGCC T C T CAA TGACCGA TGCA T AGAAGC - - - - - - - - TGA T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACA TGT T C T A T AGGA T T T T C T AC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - C
C - - - - - - T ACACAA T T T TGA T - AGAAAAAAAGT CAGTGA T T T T T T AA T A T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAA T A T T CCAGTGA T AACC T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_1_family_617.fasta.b.bed_uf.bed_g_2.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: 10129bp; fragments: 6516; full length: 1 (>=9116.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 10129 bp
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TE: rnd_1_family_617.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa_rc.fa
 size: 10429bp; fragments: 6390; full length: 1 (>=9386.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_617

 size: 4668bp; fragments: 801; full length: 39 (>=4201.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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