
Start crop Point End crop Point

MSA length = 1272
T - - - - - - T A TGCA T TGAAA TGGTGACCAGAACAA T AAGGT T TGT T TGGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T A T AAAAGAAA - - - - - - A T T - - A T TGCC T - - C T T T A - - - GGGGGTGC T AC T AA T AGCAC - - - - - CCGGCGGC
T T T T CAAGACAACCCGGGC T T CCGACCAA T T T A T CCA T ACA T ACC T AGC T - - - - - - - - - - - - - - - - - - - - - - A TGGC T AAA T C TGGAC T T CGACA T CACC - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T A T AAAAAAAAAGAGC T - - - - - A T T A - - - - - GT T T A T T AAGGGA TGACCAAAA T AGGAAGAC T AAA T T TGT T
C T T CCGGGGAA TGT CAAAC TGGTGGCGT A TGCAG - A T AACGTGGCCGTGGTGA T TGT TGCGAAGCA T C T AGAAGA TGT T AA T C TGGAC T T CGACA T CACC - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T A TGAAAAAAA - - - - - - A T T T AA T - - - - - - - - - - - - - - - - AAAA TGA T AAAAA T AA T A T C T T T AA T A T T A T T
C T T CCAAGGAA TGT CAAAC TGGTGGCGT A TGCAG - A TGACGTGGC TGTGG - - - - - - - - - - - - - - - A T C T CGAAGA TGT T AA T C TGGAC T T TGACA T CACC - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T - CC T C T A T AAAAAAAC - - - - - - - - - - - - - - - CC T - - - - - - - - - - - - - - - - - - - T AA T A T AA T A T T A T T AGGGT T AGT
T T CC T AGGAGACGTGAAA T AGGTGGAAAAAGAAGT ACAACCAGA T AGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T A - GCAAA TGT A T T T T CC T ACC T C T A T AAAAAAAA - - - - - - - - - - - - - - - - - - A - A T T TG - - - AAGAA TGCC - - - - - - - - - - - - - - - - AAC TGAAC
CC T T CGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACACACCCGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T C TGGAC T T CGACA T CACC - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T A T AAAAAAAA - - - - - - - - - - - - - - - - - - - - A T T T A - - - GAGAGCGACCAGAACAGT AC - - - - - AGC T T AA T
CGCAGCAAGT ACCCCAGAA TGGAAGGGCA T AACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C TGT AAAAAAAA - - - - - - - - - T AGT T ACC T AC - - - - - - - - AAGAGCAGC T A T AA T AACGT T T T T - - - - - - - - -
C T T CCGGGGAA TGT CAAAC TGGTGGCGT A TGCAG - A TGACGTGGCCGTGGTGA T TGT TGCGAAGCA T C T AGAAGA TGT T AA T C TGGAC T T CGACA T CACC - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T A T AAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T T CCGGGGAA TGT CAAAC TGGTGGCGT A TGCAG - A TGAC T TGT CCGTGGTGA T TGT TGCGAAGCA T C T AAAAGA TGT T AA T C TGGAC T T CGACA T CACC - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T A T A T AAAAAAAAAA - - - - - - - - - - - - - - - - - - A T T T ACAGGAGGA TGGCC TGGAGGA T A TGT C T - A T T T T C T C
C T T CCGGGGAA T T T CAAA T TGGTGGCGT A TGCAG - A TGACGTGGCCGTGT TGA T TGT TGCGAAGCA T C T AGAAGA TGT T AA T C TGGAC T T CGACA T CACC - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T AAAAAAAAAGAGA T CAA T T T AA T T ACC T - - A T T T A - - - AAGAGCGACCCAAACAGT AC - - - - - AAAGT AA T
T CCACAGAGGACACC TGGCAAGAAGAACAGACAA T ACAGCA TGGT T ACGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T A T AAAAAAAAAAAG - - - - - - - - - - - - - - ACA T A TGCAAGGAAA T AAC - - - AACAACA T CC T T - AAAC T A T T
C T T CCGGGGAA TGT CAAAC TGGTGGCGT A TGCAG - A TGACGTGGCCGTGGTGA T TGT TGCGAAGCA T C T AGAAGA TGT T AA T C TGGAC T T CGACA T CA T C - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T A T AAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAAAA T A T A T A T A T T ACGT C - - AAAC TGAC
C T T T T AG - - - - - - - - - - - - - - - - - - - - CA T CCAA TGT T T T T TGGT A T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T A TGAAAAAAAAAAGC T C T C T AA T T ACCC - C - - - - - CAAGAGAGCGA T AA T AGGT A T ACCAACA T AAC TGA T
T - - - - - - - GA T T T T TGT CCCGT T AGC T CA T A T AGTGTGACGTGGCCGTGG - - - - - - - - - CGAAGCA T T T AGAAAA TGT T AA T C TGGAC T T CGACA T CACC - - - - - - - - - - GAGGT ACGCAAA TGT A T T T T CC T ACC T C T A T AAAAAGAAAAAGC T A T T - - - - T CCC T ACA T T C - - AAAAAAAC T AGCAAAA TGAAAC T T C T AACA T CAAA
AA T A T CAAGAAA T CCAGT T T AGAAACGGA T T CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGA TGGGGCA TGCAA T AC T T AC - ACGT T AAG
T T T CCGTGGT T T AC T ACGT CA T T T ACGGT CA T AAGAAAAAA T A T T CC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACCCC T AAAAAAAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - C T T AGAA T ACA TGCAG - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T ACGCAAA TGT A T T T T CC T ACC T C T A T AAAAAA T C - AAGC T A T T C T T T T ACC T ACA T T T ACAACAAAGCAAGAGT AA TGA T A T AAGT AAGAGT T CC
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TE: rnd_5_family_19694.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1272bp; fragments: 306; full length: 39 (>=1144.8bp)
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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 1272 bp
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TE: rnd_5_family_19694.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: 1572bp; fragments: 299; full length: 0 (>=1414.8bp)
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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_19694

 size: 835bp; fragments: 256; full length: 72 (>=751.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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