
Start crop Point End crop Point

MSA length = 2174
T T AAAC T AGT T T T A T T CCAAAAAAAGT T AGT ACCCAA T A T ACAA T T ACAC T TGAAA T T A T T A T TGC TGA T AGCAA T AAACGAAGGT T AAGGT CGT AAAAC - - - - - - - - - - - - T A T AA TGAGGGT T T A T TGC T A T CAGGGCCAAAAGAACA T AGT A T A TGAGT T T CA T T T A T A T TGT ACGT T T A T C T AGT T T C TGA T A T T T AA T AAA T AA T
- - - AAA T AACAGTGC T - - - - - - - - - - - - A T ACA T AAAAAC T TGA T T TGAGT C T A T T T T C T T AGCGC TGA T AGCAA T AAACGAAGGT T ACGGT CGAAAAAC - - - - - - - - - - T C T A T AA TGAGGGT T T A T TGC T A T CAGGGCCAAAAGAACAGGGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - T CAA T ACCAAA T T T T AAA - - - T T T C T
- T T CAGT CA T TGCACCA T AACAACA T T T AAAA T T TGGAA T ACAA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T A T AA TGAGGGT T T A T TGT T T T AAAAA T T T ACA - - - - - - - - - - - - - - - T AC T AC T T AGACAA T AA T T T T T A T T T AC TGT A TGT A T T T A T A T A TGT T T C
- - - - - - - AACCA TGT T A T CAAAAAA T T TGAAAC T T AA TGGAACCAAAACAAC T T T T AAC T TGGCGC TGA T AGCAA T AAACGACGGT T AAGGT CGT CAAAC - - - - - - - - - - T C T A T AA TGAGGGT T T A T T T C T A T CAGGGCCAAAAGAACAGAC T A T A T AAAAA - - - - T TGCCA T T AGTGT T AA T T T T A T A T CAAGTGA T AGA T A TGTGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA TGT T A T T AAAGT C T A T T T T C T TGGCGC TGA T AGCAA T AAACGACGGT T AAGGT CGT CAAAC - - - - - - - - - - T C T A T AA TGAGGGT T T A T TGC T A T T AAAAA T AAA T A T A T - - - - - - - - - - - - - - - - - - - - AACAAA T A T T C T - - - - - - - - - - - - - - T AA T AA T T A T T T AA T
- GGGACACACAGT ACAAC T AGAGAA T - - - - - - - - - - - AACA T T AC T A T AGT C T A T T T T C T TGGCGC TGA T AGCAA T AAACGACGGT T AAGGT CGT CAAAC - - - - - - - - - - T C T A T AA TGAGGGT T T A T TGC T A T CAAGGCCAGA - - T A T AAA T CA - - - - - T AGCAC T T T AGGAAAGT T AAC - - - - - - CAGTGAGGCGAGAGA T AC T T T TG
C T AAGACAACAC TGT T T C T A T CGGA T - - AAGCA T T AGAACCCAA T T C T T A T C T A T T T CC T TGGCGC TGA T AGCACAAAACGAAGGT T ACGGT CGT AAAAC - - - - - - - - - - T C T A T AA TGAGGGT AC TGTGC T A T CAGGGCCAAAAGAACAGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T AACAAA T A T CAAA T A T T T T T T
- - AA T AAAAC T AAGGT T T T - - - - - - - - - - - AAGT T T A T A T A T A T T T T AAGT C T A T T T T C T TGGCGC TGA T AGCAA T AAACGACGGT T AAGGT CGT CAAAC - - - - - - - - - - T C T A T AA TGAGGGT T T A T TGC T A T CAGGGCCAAAAGAACAGAC T A T A T A T CGA - - - - T CGACAAA T A T A T T T AG - - - - - - - - - GC T A T AGAC T A T A T T A T
T T TGAA T CA T TGGC T T A T T AGT CACAA T AAAA T T T TGAAAA T AA T T AAAGT C T A T T T T C T TGGCGC TGA T AGCAA T AAACGACGGT T AAGGT CGT CAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T ACAAAACAC T A T AGT C T A T T T T T T TGGCGC TGA T AGCAA T AAACGACGGT T AAGGT CGTGAAAC - - - - - - - - - - T C T A T AAAGAGGGT T T A T TGC T A T CAGGGCCAAAAGAACAC T CGA T A T AA T AA T ACAA T A T CAAA T A TGT T T A T - - - A TGT T TGT CA T CAAGT ACAGT T T
- - CAA T T AGT AGT A T T T C T AA T AAC T - - - - - - - - - - - AA T ACA T C T A T AGT C T A T T T T C T TGGCGC TGA T AGCAA T AAACGGCGGT T AAGGT CGT CAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T - - - - - - - - - - - - - - - - - - - - - - - GT T TGAAGTGC T AGA T T TGT T C T
T T T AA T T AGGCACGT T A T T AGT - - - - - - - - - - - - - - - - - - - - - - - A T T AGT C T A T T T T C T TGGCGC TGA T AGCAA T AAACGACGGT T AAGGT CGT CAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAG - - - - - - - - - - - - - - - - - - - - - - - ACGC T ACAGGC T AAACA T T T T T T
T TGA T A T A T CGGTGT T TGT AAGCAA T T T AAAAA T AGT ACAA T T AGT T A TGT C T A T T T T C T TGGCGC TGA T AGCAA T AAACGACGGT T AAGGT CGT CAAAC - - - - - - - - - - T C T A T AA TGAGGGT T T A T TGC T A T CAGGGCCAAAAGAACAGAC T AA T T AAAAA T AC T T T AGACAA T A T A T T - - - - - - T TGT CAGGT C T CAAA T AAACA T C
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 size: 2174bp; fragments: 621; full length: 8 (>=1956.6bp)
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No TE domain detected

After TEtrimmer 2174 bp
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TE: rnd_4_family_1445.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 2478bp; fragments: 621; full length: 0 (>=2230.2bp)

TE consensus (bp)
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TE: rnd_4_family_1445

 size: 2265bp; fragments: 2413; full length: 4 (>=2038.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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