
Start crop Point End crop Point

MSA length = 1498
A T ACAAGAGGGA T AAGTGCAAA T A T T T TGT AGA T C T CAA T AAAA T A - T AA TGAGCC T AA TGAA T AAAAA TGCAGCAA T TGC T T T T T C T T A T AAAA T CGAA - - - - - - - - - - T AAAAAGT AA T TGC T CCAAGT AA T TGC T CGA T T T T T A T T CA T CAGGC T CAA T A T A T CAGAGT T AGT AAAGT T T AAA T A T T T T T AAAGAA T TGT TGCA T C T
- - - - - - - AGGT CACAGT C - - - - - - - - - - GCAGT T A - - - - - GGA T AA - CAA TGAGCC T AA TGAA T AAAAA TGT AGCAA T TGC T T T T T C T T A T AAAA T TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T C TGAGAAGCGACAACC T AGAAAA TGTGCAGT T C T C TGT AA T AGG - CAA TGAGCC T AA TGAA T AAAAA TGCAGCAA T TGC T T T T T C T T A T AAAA T CGAA - - - - - - - - - - T AAAAAGT AA T TGC T CCAAGT AA T TGC T CGA T T T T T A T T CA T CAGGC T CAA TGA - - - - - - - - - - - - - - - - - - CAAGT A T A TGGAGGGT T - TGC T C T A TGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CAG - T AA TGAGCC T AA TGAA T AAAAA TGCAGCAC T TGC T T T T T C T T A T AAAA TGGAA - - - - - - - - - - T AAAAAGT AA T CGC T CCAAGT AA T TGC T CGA T T T T T A T T CA T CAGGC T CAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGAA T AAGGGCGCCGAACCGACAACCA TGCA T AAC T T TGGT ACGAA - TGA TGAGCC T AA T AAA T AA T A T TGCAGCAA T TGC T T T T T C T T A T AAAA T CGAA - - - - - - - - - - T AAAAAGT AA T TGC T CCAAGT AA T TGC T CGA T T T T T A T T CA T CAGGC T CGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T AA T A - - - - A T T CGT CAGCGT AGT T A TGTGGT T CCA - - - - - - - - - C T A T TGAGCC T AA TGAA T AAAAACGCAGCAA T TGC T T T T T C T T A T AAAA T CAAA - - - - - - - - - - T AAAAAGT AA T TGC T CCAAGT AA T TGC T CGA T T T T T A T T CA T CAGGC T CA T TGT - - - - AAC T CGGT TGC T T C T AAGTGCC T T C T A TGCCC TGGAGCA T C T
AGAAGAAAC - - - - - - - T ACAA T AGA T A TGT CGGT CGT AA T CGGAA - CCAA TGAGCC T AA TGAA T AAAAA TGCAGCAA T TGC T T T T T C T T A T AAAA T CAAA - - - - - - - - - - T AAAAAGT AA T TGC T CCAAGT AA T TGC T CGA T T T T T A T T CA T CAGGC T CAA T T AA T CAA T T A T AA T CAC T TGT AAGAGT T CAAAA T A T CC T AA T A T AACC
TGACCAAAC - C T T T T A T A T AA T AAACAC T T T C T A T T AA TGT AA T AA - T A T TGAGCC T AA TGAA T AAAAA T T CAGCAA T TGC T T T T T C T T A T AAAA T CGAA - - - - - - - - - - - - - - - - - - - - - - - C T CCAAGT AA T TGC T CGA T T T T T A T T CA T CAGGT T CA T T AAAACAAAA T T T T ACA T T T T T A - - T A T T T TGAAAACA - - - T CACA T T T
T T ACGA - - - - - - - - - - T T CAAAAACCC TGCCA T T T T ACGA TGGAAACAAA TGAGCC T AA TGAA T AAAAA TGCAGCAA T TGT T T T T T C T T A T AAAA T CGAA - - - - - - - - - - T AAAAAGT AA T T T C T CCAAGT AA T TGC T CGA T T T T T A T T CA T CAGGC T CA T T A - - - - - AGCCGGGACGCA T A - - - - TGTGT AAAGGACG - TGT CACGA T T
T T ACGA - - - - - - - - - - T T CAAAAAC T C TGCCA T T T T ACGA TGGAAACAAA TGAGCC T AA TGAA T AAAAA TGCAGCAA T TGT T T T T T C T T A T AAAA T CGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT - - - - AGCC T TGT CAC T TG - - - - AGTGT CAGAG - - - - - - - - - CA T T T
T AAA T AAAGAA T T T T T T T CGAAAAC T T T - - - - T T T T T CACAGAAAA T CAA TGAGCC T AA TGAA T AAAAA TGCAGCAA T TGC T T T T T C T T A T AAAA T CAAA - - - - - - - - - - T AAAAAGT AA T T T C T CCAAGT AA T TGC T CGA T T T T T A T T CA T CAGGC T CAA T A T A T T AAGT T T A T A TGC T TGT AAGAGTGT ACAA T T T T - CGC T ACAA T T
T AACCGAACGCCGA TGT CCGGT T AA TGT CCCGGT T AA T C T CGAGAACCA T TGAACC T AA TGAA T AAAAA TGCAGCAA T TGC T T T T T C T T A T AAAA T CGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T T CAGCA T T C TGTGT CGCA T
- - - - - - - - - - ACCCAGCACAA T A T T T T T - - - - - - - - - - - - - - - - - - - T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT A T CAGAA T C TGT AGGT TGT CAGT A TGC TGGGAA T AC - - - - - - - - - -
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 size: 1498bp; fragments: 72; full length: 0 (>=1348.2bp)
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No TE domain detected

After TEtrimmer 1498 bp
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TE: rnd_5_family_2525.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: 1867bp; fragments: 69; full length: 0 (>=1680.3bp)
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TE: rnd_5_family_2525

 size: 1212bp; fragments: 311; full length: 21 (>=1090.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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