
Start crop Point End crop Point

MSA length = 1352
CGGAC T T T T A T AAAAAAC TGT AGACA T AA T C T CGT AAAACCAC T T CA T - - T T A T C T T AAAA T AAGT CCA T T A T CGCGGAA T AAA T ACC T A T AAACA T T T T - - - - - - - - - - A T AAA T AAA T AAA T AAA T AAA T AAA T - - - - AAA T AA T AA T A T AC T T T T T - T T AGT AAAGAGGAGA TGGGT T T AC T C - GT TGA T T T T AAACAAGT ACAACG
CGAC T T T T T T AA T CA T T C T A T AA T T A T AA T AA T T T AGACAAGT T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T AAA T AAA T AAA T AAA T AAA T - - - - A TGT T A TGT T A TGT T C T A T T - - - - - A T AAA T AAAACACCAC T A T T - - - T T AGA T T T T A T T T CAAAAACAA
CCGT T T T T AACAGGACAC TGT C T CC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T AAA T AAA T AAA T AAA T AAA T CA TGA T A T T AAA T AA TG - T C T T T T TGC T CGT AGA T A TGA T T T T T T T A TGA T A TGT C T T T T AACA T A T ACACC TG
- - - - - - - - - - - - - - AACC TGT A T A T A T A T T T T T T CAAAGT T A T T T T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T AAA T AAA T AAA T AAA T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAC T AAAAA T CACGGT T A T AA - - - - - - - - - - - - - - - - GAAGT A T T
- - - A T TGA T AAAAAAGA - - - - - - - - - T A T T T A T T AAA TGCAA T T T T AAAA T T A T C T T AAAA T AAGT CCA T T A T CCCGGAA T AAA T ACC T A T AAACA T T T T - - - - - - - - - - A T AAA T AAA T AAA T AAAAAAA T AAACCAAGAAA T CCAGC T AAGT T C T T T T T T AGT AGA T ACA T ACA T C T A T T C T AA T AAA T AGT T TGACC T AGAAGAA T A
- - - A T TGA T AAAAAAGA - - - - - - - - - T A T T T A T T AAA TGCAA T T T T AAAA T T A T C T T AAAA T AAGT CCA T T A T CCCGGAA T AAA T ACC T A T AAACA T T T T - - - - - - - - - - - - - AA T AAA T AAA T AAAAAAA T AAACCAAGAAA T CCAGC T AAGT T C T T T T T T AGT AGA T ACGT ACA T C T A T T C T AA T AAA T AGT T TGACC T AGAAGAA T A
- - - A T TGA T AAAAAAGA - - - - - - - - - T A T T T A T T AAA TGCCA T T T T AAAA T T A T C T T AAAA T AAGT CCA T T A T CCCGGAA T AAA T ACC T A T AAACA T T T T - - - - - - - - - - A T AAA T AAA T AAA T AAAAAAA T AAACCAAGAAA T CCAGC T AAGT T C T T T T T T AGT AGA T ACGT ACA T C T A T T C T AA T AAA T AGT T TGAC T T AGAAGAA T A
CGGAC T T T T A T AAAAAAC TGT AGAC - - - A T C T CGT AAAACCAC T T CA T - - T T A T C T T AAAA T AAGT CCA T T A T CCCGGAA T AAA T ACC T A T AAACA T T T T - - - - - - - - - - A T AAA T AAA T AAA T AAA T AAA T AAA T - - - - AAA T AAA T AAA T A - - - - - - - - - - - - AAAA TGAAAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCA T C
AGGGC T T C TGCAAGAAA T T A T T AACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T AAA T AAA T AAACACC T CA T CCGA - - - - - - - - - - - - - - - - - - - - - - - - - - AGACGACAACCA T TGGTGCCA - - T AAAC T T T - - - - - - - - GGT A TG
CGG - - - - - - - - - - - - - - - - - - - - - - - T AACA T AGT AGT AC T T T T T T CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T AAA T AAA T AAA T AAA T AAAACAAAAAA T CCGGTGGC T T CAA T T T - - - - - AAAAA T AAA T C T A T T T T T T T A - - - - - - - - - - - - - - - - - - - - - - - -
- - - T T T TGT A T AAAA T A T T T TGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T AAA T AAA T AAA T AAA T AAA T - - - - AAA T AA - - - - - - - - - - - - - - - - - - - A T AAA T TGGAAA TGGC TGCCA T AC T A T T T T AAA T AGAA T A T AC T T
- - - T T T TGT A T AAAA T A T T T TGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T AAA T AAA T AAA T AAA T AAA T - - - - AAA T AA - - - - - - - - - - - - - - - - - - - A T AAA T TGGAAA TGGC TGCCA T AC T A T T T T AAA T AGAA T A T AC T T
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TE: rnd_4_family_1097.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1352bp; fragments: 178; full length: 0 (>=1216.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1352 bp
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 size: 1808bp; fragments: 172; full length: 0 (>=1627.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1097

 size: 2226bp; fragments: 1117; full length: 0 (>=2003.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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