
Start crop Point End crop Point

MSA length = 1266
T TGT TGGTGGCAA T T T CA T T T C T C T CC T AAAAA T T AACCAAGGCC T A T A TGA T T C T AACCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA T T A T - - - - - - - - - - A T C TGA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA - - CAGGGT T CGCA TGA T T T AAA T CAAA T T TGACAAGTGA T - - - - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGGGA T T T A - - - - - - - - - - - - - - - T T AA T TGAAGAAAAA - - - - - - - - - - - - T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T AAAAAAAA T CA TGA T T T T T T CCAACCA T T A TGT A T C T A T CA T T T CAA T ACA T T AA T T AAAGCGAAA T A TGA T T AA T A T T
CAAGC T T CAGAAA - - ACA T T TGT T TGGGCGAAAA T T AAAAAAA T A T A T AC - A T T T T T TGCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AA - - - - TGA T - - - - - - - - - - A T C TGA T T T T T T T T A T T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGGT T T T T T T AAGAACAC T AAACA - - - - - T T AAAAAACACA T AA T T AA T A T T
- - - - - - - - - - - - - T AAAA T T TGT T ACCC T AAA T T CACAAAGAA T AC T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T AAAAAAAAA T AA TGA T T T T T T CCAACCC TGGT T TGAC - A T CA T TGT AAAA T A T T A T T TGAAGCAA T CA T T AAA T CC T A T A
TGGA T CGGGA TGA T T AAA TGCAACACCC TGT A T A T T A T TGCA T T T T T TGCAA T AAA T A T T AGGGT TGGCA TGA T T T AAA T CG - - - - - - - - - - - - - - TGA T - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T AAAAAAA T T A TGA T T T T T T CCAACCC TGGT AAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T
TGGA T CGGGA TGA T T AAA TGGAAAACCC TGAA T A T T A T TGCA T T T T ACGT AA T T T A T A T CAGGGT TGGCA TGAA T T AAA T CAAA TGA T - - - - - - - - - - - - - - - - - - - - - - A T C TGA T T T T T T T T AA T T T T T T AAAAAAA T CA TGA T T T T T T CCAACCC TGC T T T A T A - - T AA T CC T AAGA T A - - - - - - - - TGAGT AAA T AAA - - T A T A T T
- - - - - - - - - GT AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC TGA T T T T T T TGA T T T T T T AAAAAAAA T CA TGA T T T T T T CCAACCC TGT T CAGAA T ACAA T T AGGACAC T - - - - - TGACAGCGAGT C TGA - TGA T A T C
GGAAA TGAGGCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T T T CGCAGGGT T AGCA TGA T T CAAA T CAAA TGA T T T AAA T CA TGA T - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T CAAAAAAA T CA TGA T T T T T T CCAACCC TGGT T T T T C TGTGA T TGTGT AGCC - - - - - - - - - - - - - - - - - - - - T C T A T A T -
TGT T T AGAAAAAA - - - - - - - - - - - - - - - TGAAAA T T T TGAAAA T AA T C T T - - T T TGAAGCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T - - - - - - - - - - A T C TGA T T T T T T TGA T T T T T T T T T AAAAA T CA TGA T T T T T T CCAACCCCGGT T TGAACC T AAA T A T T CAA TGC T AA T TGGTGAAGT AAA TGA - - AA T AGT
TGGAGT T C T ACAA T T T T AAAGAGGT T T T AGAAC TGT C T AGGA T T A T A T T T AA T T A T AAGCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T - - - - - - - - - - A T A TGA - - T T T T T AA T T T T T T T T T AAAAA T CA TGA T T T T T T CCAACCC TGC T T A T AA - A T AAC T T T AAAACA T CA - - - - - - - - - - - - - - - - - - - - - T AA T
CAGA T C T AGA T AA - - AGA T AGA T C TGGT T AAAA T CAAGAAAAA T A T ACGT - - T T AAAACCAGGGT TGGCA TGA T T T AAA T CAAA TGA T T T AAA T CA TGA T - - - - - - - - - - A T C TG - T T T T T T T T A T T T T T T T T T T T AAA T CA TGA T T T T T T CCAACCC TGT T T AAAA - C T AAA T C T CAAA T A - - - - - - - - AC T T AAAAACGA - - T T T A T T
- - - - - - - - - - - AGT T T T ACACA T A TGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C TGA T T T T T T T - - - - - - - - AAAAAAAA T CA TGA T T T T T ACCAACC - - - C TGT T AA T AACA - - - - AAAACA T T AA T TGGAGAAAAAAA TGA T T CGT A T T
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 size: 1266bp; fragments: 4558; full length: 299 (>=1139.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1266 bp
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TE: rnd_4_family_1198.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_se.fa
 size: 1568bp; fragments: 4500; full length: 0 (>=1411.2bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1198
 size: 753bp; fragments: 4826; full length: 498 (>=677.7bp)
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No TE domain detected

Before TEtrimmer 753 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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