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MSA length = 5676
AGA T AGTGA TGT A T T A T T T A TGGAAAA T T T A TGA T AA T T A T A TG - - - CA TGAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAGCCCACC T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAAAAA - - - - - - - - - - C T AA T AA T T AA - - - - - - - - - - - - - - - - - -
T AAGT AA T T T A T T C T AAA T AA T T AAA T AGAA T A T T A T T T A T T T AA - - CACGAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAGCCCACC T AGC - - - - - - - - - - GT AAAAA T AA T T T T T T T AAAAAGT AA T T T T AGT T T T AAGAAACCAAAAC T CAGGTGAAAGA T T T A TGTGA T AAAA T AA T T A T T AAAAAAAAGAAAC T AA T
GGACAAAAACA T T T T AAA T T T A TGA T T T CAGT AA T AAC T A TGAAGT CCA TGAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAGCCCACC T AGC - - - - - - - - - - GT AAAAA T AA T T T T T T T AAAAAGT AA T T T T AGT T T T AAGAAACCAAAAC T CAGGT AAAAAA T CGAAGT T A T AAAA T A TGT AGT AAAAAAA TGAAAA T AA T
A T AGAGT AACAGA T T ACACAGACACACACAA TGT T ACAAACAAA T C - CA TGAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAGCCCACC T AGC - - - - - - - - - - GT AAAAA T AA T T T T T T T AAAAAGT AA T T T T AGT T T T AAGAAACCAAAAC T CAGGTGA T AAA T T T AGGACA T AAAA T A T TGAA T AAGAAAA TGAGCCCAA T
T AA T AA TGACA T T CGAAC T AGA TGAAC T T AGT AA T AAAAACACAAA TGAGGAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAGCCCACC T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGGTGT A T AA - - - AAA T T A T A T AGT AAC T AA - - - - - - - - - - - - - - - - - -
T AA T AA TGACA T T CGAAC T AGA TGAAC T T AGT AA T AAAAACACAAA TGAGGAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAGCCCACC T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T CA T T T CAGT T T - - - CC T A T A T A T T T T AGT T TGT A T A TGA - - - - CGT AAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAGCCCACC T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAGAA - C T T AA T CCGTGCA - - - - - - - - T AAAAAAG - - - - - - - - - -
- GACAA T AA T A T ACAAAA T A T CGAA T T T AA - T AAAACA T ACAAGT T T CA TGAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAGCCCACC T AGC - - - - - - - - - - GT AAAAA T AA T T T T T T T AAAAAGT AA T T T T AGT T T T AAGAAACCAAAAC T CAGGTGAAAAA T T T AAGT T A T AAGA T AGGT AA - AAAAAAA TGAAAC T AA T
T AA T A T T T A T A T T T T AAAAAC T TGAAA T CA - T AA T A TGGA TGT AA T - CACGAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAGCCCACC T AGC - - - - - - - - - - GT AAAAA T AA T T T T T T T AAAAAGT AA T T T T AGT T T T AAGAAACCAAAAC T CAGGT CAAAAA T T T AAGT AAAA T AA T AAA T AAAAAAAAAA T A T AAC T A T T
T AA T AA TGACA T T CGAAC T AGA TGAAC T T AGT AA T AAAAACACAAA TGAGGAA T T A T A TGA TGGT CCAGTGCAGA T CC T T A TGGGAGCAACCCACC T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_1038.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 5676bp; fragments: 244; full length: 0 (>=5108.4bp)
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No TE domain detected

After TEtrimmer 5676 bp
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TE: ltr_1_family_1038.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6306bp; fragments: 220; full length: 0 (>=5675.4bp)
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TE: ltr_1_family_1038
 size: 7101bp; fragments: 132; full length: 9 (>=6390.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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