
Start crop Point End crop Point

MSA length = 742
- - - - T TGCCAAGT ACACGAGT CGT C T - - - - - - - - - - - - - - - - - - - - C T T T AGGC T ACGC T CACA TGGT CCGT T T T CCAACGACAAAACAGTGGT T AAGC T - - - - - - - - - - CACA T T T T T C TGT T T CAAAAGT CGC TGT AAAGT CGT CCGTGTGAGTGT AC T - - - - - - - - AA TGTGCC T C T C T C T C T ACAAA T CCAGCGGA T T T CACAAA T
- - - - T TGCCAAGT ACACGAGT CGT C T - - - - - - - - - - - - - - - - - - - - C T T T AGGC T ACGC T CACA TGGT CCGT T T T CCAACGACAAAACAGTGGT T AAGC T - - - - - - - - - - CACA T T T T T C TGT T T CAAAAGT CGC TGT AAAGT CGT CCGTGTGAGTGT AC T - - - - - - - - AA TGTGCC T C T C T C T C T ACAAA T CCAGCGGA T T T CACAAA T
TGT A T C T CCAAAA T T AAACA T T T T A - GACA T AC - - - - - - - - - - - - - A T T T AGGC T ACGC T CACACGGACCAC T T T CCAACGACAAAACAGTGGT T AAGC T - - - - - - - - - - CACA T T T T TGGGT T T CAAAAGT CGC TGT AAAGT CGT CCGTGTGAGTGT ACCC T T A T ACGT A T T T A TGT T T A T C TGCACAGT T CGGACCACCC TGT A T ACA
AGTGGAGT CA T A T T T A T T CA T T T T CGAAA T T T T TGAAGT AAA T AGT T C T AAGGC T ACAA T CACACGGACCAC T T T ACAACGAC - T AACGGTGGT T AAGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - GT AGT T AAACAA T AAA T AACAAA
T ACGT AA T CGAAGGCGCGA T T T T T A - AA T T CA T TGT TGCCAACCACAC T AAGGC T ACGC T CACACGGACCAC T T T CCAACGACAAAACGGTGT T T AAGC T - - - - - - - - - - CACA T T T T TGTGT T T CAAAAGT CGC TGT AAAGT CGT CCGTGTGAGTGT ACCC T AAC T CGAA T T T AAA T T T CGC T C TGGAA T T CAGGTGGT TGC T C TGC TG
CGT A T A T T TGAGAGAC T AAACGT CC - - - - - - - - - - - - - - - - - - - - - T C T AAGGC T ACGC T CACACGGACCAC T T T CCAACGACAAAACGGTGT T T AAGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - - - - - - T AC T T A T A T T T T T T T AAA T T A T T T T AA TGAGT T T C T ACAGG
A T T T CC T T CGGCCACACACCCGT T T - GACCCC TGAGAGCGACCCACGCGT AA T AGACGC T CA T ACGGACCAC T T T CCAACGT CAAAACAGT A T T T AAGC T - - - - - - - - - - CACA T T T T TGGGT T T CAAAAGT CGC TGT AAAC T CGT CCGTGTGAGTGT ACCC T T AAGGGAA T CCA T T T T A T AGCCCA T AA T AAAAACAAA T A T T T T CAGA
AC T C T CCAGAGGTGACCACA T T T T T T AAGT CGC TGT AAAA T CGT CCC T C T AGGGT ACAC T C T CACGGAC T AC T T T CCAGCGACAAAACAGTGGT T AAGC T - - - - - - - - - - CAC T T T T T TGTGT T T CAAAAGT CGC TGT AAAGT CGT CCGTGTGAGTGT ACCC T T AAGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGT A TGGGCAGAAA T A T T T C T T T T T T AA TGC T T TGT TGAAAAA T T CA T T T AGGC T ACGC T CACACGGACCAC T T T CCAACGACAAAACGGTGT T T AAGC T - - - - - - - - - - CACA T T T T TGTGT T T CAAAAA T CGC TGT AAAGT CGT CCGTGTGAGTGT ACCC T T AGT C - - - T TGAG - - - - - - C T T CA - - - - T T CAGAAAC T AGCAA T T AG
ACCGAAGT T AGGT ACAC T A T T T T T T - AACACCC TGT AGAGAAAGT - - T T AAGGC T ACGC T CACACGGACCAC T T T CCAACGACAAAACGGTGT T T AAGC T - - - - - - - - - - CACA T T T T TGTGT T T CAAAAGT CGC TGT AAAGT CGT CCGTGTGAGTGT ACCC T AAGC T - - - T T T TGGT T T T ACC T CA - - - - T T AAGT AGT TGTGA T CAAA
AGT T T T T T CAAGGACCGA T ACGT T T - GAGACA TGGT TGAACCA T T - C T T AAGGC T ACGT T CACACGGACCAC T T T CCAACGACAAAACGGTGT T T AAGC T - - - - - - - - - - CACA T T T T TGTGT T T CAAAAGCCGC TGT AAAGT CGT CCGTGTGAGTGT ACCC T AAGAGT TGT C T AAGGTGT C T AC TG - - - T T TGACCAGCGGA T C TGAAG
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TE: rnd_5_family_4476.fasta.b.bed_uf.bed_g_1.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: 742bp; fragments: 323; full length: 21 (>=667.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 742 bp
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TE: rnd_5_family_4476.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1054bp; fragments: 287; full length: 0 (>=948.6bp)

TE consensus (bp)
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TE: rnd_5_family_4476

 size: 523bp; fragments: 202; full length: 2 (>=470.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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