
Start crop Point End crop Point

MSA length = 907
AAGTGACA T AAAAC T TGT CAAAAA T TGA T T C T T - - - - - - - - - - - - - AAAGA T AAA - AAACGT T T CA T A T A T AC T T A TGTGGA T AAA T CAACGCCA T T AGT - - - - - - - - - - GACAGT T T C T A T AGTGA T T T AC T T A T CCCCGT AAGT A T A T AGGA T C T T AAAC T ACAC T AAA T A T A T T T T T T - - - - - - - - - - - - - - - - - - - - - A T A T AAAA
AGAAAA T AGT AA T T T T TGGT AAACACCAC TGC T A T A T T T T A T T A T T A T AAAAAAA T A T TGAGCGT T T A T A T AC T T A TGTGGA T AAA T T AACGCCA T AAGT - - - - - - - - - - GACAGT T T T CA T AGTGAA T AAC T T A T CCA TGT AAGT A T A T A TGA T C T AGGGT CAAAACAAACGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGACAC T C T A T A TGT ACAGAA TGT T CAGCCA T T T T ACA T CA T CA T TGT T TGT AAA T ACC T AGA T CA T A T A T AC T T ACGTGGA T AAA T CAACGCCA T AAGT - - - - - - - - - - GACAGT T T CCA T AGTGA T T T AC T T A T CCACGT AAGT A T A T A TGA T C T AGGA T C T C T A T AAA T A TGAGT T T T AGGGTGTGT C TGAA T A T T A T T - - - - - - - -
A TGTGAACGAGT AA T A T CGGAAAGGGCGA T AC T C T A T AA T A T CCC T - - - - - - - - - - - - - - AGA T CA T A T A T AC T T ACGTGGA T AAA T CAACGCCA T AAGT - - - - - - - - - - GACAGT T T CCA T AGTGA T T A T A T T A T CCACGT AAGT A T A T A TGA T C T AGGA T AA T - - - A T A T A T CAAGTGTGAGA T AAA T AA T T A T A T T AC T ACCCGT AG
AAA T AAC T AAA T T A T T T A T AGAA TGCCAC TGT - - - GT AAAA T CCC T - - - - - - - - - - - - - - AGA T CA T A T A T AC T T ACGT AGA T AAA T CAACGCCA T AAGT - - - - - - - - - - GACAGT T T CCA T AA TGA T T T AC T T A T CCACGT AAGT A T A T A TGA T C T AGGGT AAAA T CAACAA T CAGC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - CACC T T T T T T T A T ACCAAGCGC T - - - - - - - - GCA T CGT CGT TGGAAA T AAA T - - - - - - A T CA T A T A T AC T T ACGTGGA T AAA T CAACGCCA T AAGA - - - - - - - - - - GACAGT T T CCA T AGTGA T T T AC T T A T CCACGT AAGT A T A T A TGA T C T AGGGT T T CAACAAA T A T TGAC T CCCC TGTGT A T T A T AA T A T T A T T AGT TGT AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGCA T T A T T T A TGA T CA T A TGT ACC T AGA T CA T A T A T AC T T ACGTGGA T AAA T CAACGCCA T AAGT - - - - - - - - - - GACAA T T T CCA T AGTGA T T T ACGT A T CCACGT AAGT A T A T A TGA T C T AGGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGA TGGC T C TGT T T T A T CGAAAA T AACGA TGT - - - A T AACA T CCC T - - AG - - - - - - - - - - - - - - T A T ACA T AC T T ACGTGGA T AAA T CAACACCACAAGT - - - - - - - - - - GACAGT T T CCA T AGTGA T T T AC T T A T CCACGT AAGT A T A T A TGA T C T AGGA T AACA T CGA T AGT T T ACAA T AGT A T A T ACA T CG - - - - - - - - - C TGGT AA
- - - CAA T CCCAA T T T A TGT CA T A T AC T AACA T CAAA T A T CGT TGT T AAAAA T AAA - AGACGCACCCGGT A T AC T T ACGTGGA T AAA T CAACGCGA T AAGT - - - - - - - - - - GACAGT T T CCA T AGTGA T T T AC T T A T CCAGGT AAGT A T A T - - - A T C T AGGGT - - - - - - AA T AA T T T A T TGT T A T ACGCA T AAAGAAA T CA TGAC T T AGAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACA T CA T CA T C - - - - - - - - - - ACC T AGA T CA T A - - T AC T T ACGTGGA T AAA T CAACGCCA T AAGT - - - - - - - - - - GACAGT T T CCA T AGTGA T T AACA T A T CCACGT AAGT A T A T A TGA T C T AGGT A T AAAACGCGGA TGCGT T T TGGGGTGTGT C TGAA T A T TGT T AAA T T T AA
- GT T CACAAAGA T T T A T CC T T AAA T T TGGT AC T A T C TGT AA T CGT TGAA T - - - - AAGAC T AGA T CA T A - - - - - - T ACGTGGA T AAA T CAACGCCA T AAGT - - - - - - - - - - GACAGT T T CCA T AGTGA T T T AC T T A T CCACA T AAGT A T A T A TGA T C T AAA T AAA - - - - AAA T A T A TGA T T T T AAAA T CA T CAGG - - - - - - - - AGCCACA T
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TE: rnd_2_family_473.fasta.b.bed_uf.bed_g_3.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_bc.fa_ce.fa_gs.fa_bc.fa

 size: 907bp; fragments: 5881; full length: 1490 (>=816.3bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 907 bp
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 size: 1208bp; fragments: 5846; full length: 0 (>=1087.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_2_family_473

 size: 897bp; fragments: 5786; full length: 1512 (>=807.3bp)
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Before TEtrimmer 897 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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