
Start crop Point End crop Point

MSA length = 1015
- - - - - - - - - - - - - - - - - - - - - ACGTGC TGA T CA T C T T A T T T A T T AA - T AC T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T ACA - - AAA T ACAAAAA T A T A T AGAA T AACGGA T T AAGC T T T T T T T C TGTGGCGTGCAA - G
AA T T C T T A T T T C - - - - AAC TGGAGT ACAAGT T AAGT A TGC TGCAAA - AAC T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AC T A T AAA TGCAAAAAA T T A TGAAACAACAGACA T C T CCGCACAA T T T AGC TGT T T T - - G
- - - - - - - - - - - - - - - - - - - - - - - AA TGCAAA TGGGC T AGAAA TGA T - GGC T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCAACGGAACAGGT A T CGGT - - - - - - - - - - T CGT AA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T A T TGCAGA T ACAAAA - - - - GT T T AA T ACCAAA T AAAACCAGT T T A - - - - - - - - - - - - - - A
- - - - C T T A T CGA - - - - - - - - - C TGA T T TGA T AAA - - - - - - - - - - - - - TGT T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AA T - - AAA T A T CAAAGT - - GT C T ACCGT T C T ACGAC T T CGA T AC T - - GTGT TGCCAG - - A
A T C T C T T A T T T A T T CAAAC TGCGGCAC TGAGCAGGCGAACGAAGAGGGAGT AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AA - - - - - - - A TGAGAGT ACGCGCACCGGCCGACGGCAGCGCGT CACGGCAGTGGGCACAG
AAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AGAGA TGT T ACGA TGGAAC TGGACC TGT T T CGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGGAA T AGGT ACA T TGAAAAGC TGT T CCGT AACA T C T C T A T CA T AA T T A T CAGGAAA T AC T AA T TGT C T T AAAAA - - - - - - - - - - - - - - - - - - - - - - A T
- - - - - - - - - - - - - - CCCGC - - - - A TGC TGA T T CGA TGA T T CGACGT - AAC T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AG - - - - - - - ACGT AA - - - - - CGAACCAA T AAA T ACAAAAA TGT CA - T C TGT TGGGCGC - G
ACC T - - - - - - - - - - - - - - - - - C T AAAACCA T T AAC T CAAA TGA T A T - CAC T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACAGTGAAAAGC T A T T CCGT AACA T C T C T AGC - - - - - - - - - - - - - - - - GCACAC T AAC - - - - - - - - - - - - - - - - C T CCGT TGGT CG - - T
A T CGA TGA T T T A T T T AAAC T A T T A T CGA TGGT AAC T T CA T TGGTGTGAAC T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AGT - - - - - - A T T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C
A T T T - - - - - - - - - - - - - - - - - T AGTGGTGA T CAAGT T CA TGT C TGAGCA T T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T A T T A T - - - - - - - - - - - - - - GGA T AGCGC T T TGCAAGT C TGT ACAC - - - - - - - - - - - - - - -
A T C T - - - - - - - - - - - - - - - - - T CA T CC T CA T CAAAAC T ACCCGACG - ACC T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T ACACAAAA T ACAAAA T T A TGCACAAAAAAGGAGAAGAA T AACA T A T T AAA T T A T T TG - AC
GTGC T T T A T T T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAC T AGAGA TGT T ACGGTGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AAGA T - - - - A T AAAAGA - T A TGGA T CAGCCAGTGCGA T TGA TGC T C T A TGT T A T CGGCAG
A T C T C TGA T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T A T T A T T AGCACGAACGT A - CCGCCCCC T C T CGCAGAGGC T CGC T CCAACGA TGGT AG - - A
AC T T - - - - - - - - - - - - - - - - - T TGT T T TGT T T T CC T T CAC TGCCA T - AAC T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGT AA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T A T CA T - - - - A T AAAAA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T T CGT A T - - - - T CAAA T TG - - GTGC T TGGCGGGT CAC TGA T AA T - T T T T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AA T - - - AA T A TGT AA - - - - - TGCACGA TGT T A T AAAGCCGGGT TG - - T CAC TGCGCG - - -
GT T T - - - - - - - - T T - - - - - - - T CA T CCACGT T ACCGT AGA TGGAGCGT A T T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACAC TGAAAAGC T A T T CCGT AACA T C T C T AGT AAAAA T ACAAAAA T - - GAGT AGCGGAAAA TGGGGCCACAAACC T AAGT T CA T CACAG
A T T T - - - - - - - - - - - - - - - - - T T A TGCCGAAAAG - - - - - - - - - - - - - AGCCACA TGTGACCCAA T TGGAC TGGACC TGT T CCGACGGAA T AGA T A T CGGT - - - - - - - - - - CCGT AA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AGCC T - - - - GCAGAGA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - C T C TGCA T ACCAC TG
T T T T - - - - - - - - - - - - - - - - - C T AGT T TGA T CAAA T TGAC T T CA - - - AAA T AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCAACGGAA T AGGT A T CGGT - - - - - - - - - - T CGAAA T AGGT ACA T TGAAAAGC T A T T CCGT AACA T C T C T AC T - - AAA T A T A T AAACA - - TGT A T T T A T T T AAAAC T T CCCAA T AGT T CAGT A TGGG - - -
T T T T CGT A T T CAA T CAAAC TGCCGAGCCGGGCACGT T CCGTGCAGTGGGGT AGAGA TGT T ACGA TGGAAC TGGACC TGT T CCGACGGAA T AGGT A T CGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A TGT AACAAAACAAAAC T AC T T T A T TGC T CG - - -
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TE: rnd_5_family_755.fasta.b.bed_uf.bed_g_3.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: 1015bp; fragments: 386; full length: 15 (>=913.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1015 bp
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TE: rnd_5_family_755.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1315bp; fragments: 386; full length: 0 (>=1183.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_755
 size: 911bp; fragments: 520; full length: 32 (>=819.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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