
Start crop Point End crop Point

MSA length = 1188
CA T AAGAAA T AAA T T C T T A T AGTGT CAAGCA - - - - - GAC TGT CAGTGT CAAA T T T ACC T T AGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGC T T T T A - - - - - - - - - - - - - - - - - - - GT T AACGAA TGT T AACAAAGGT ACAAAGAAA T - - - - - - - - - - - - - - - - - -
T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CCC T T AGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGTGT T T - - - - - - - - - - - - - - - - - - - - GGTGGT TGC TGGC TGT AGAGA T AC T A - - - - - - - - - - - - - - - - - - - - - - - -
GT AGAGACGT TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC T T AGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGAACGA TGC TGAACAAAGAA T AAA T CAAGT T C T C T AA T AAAAA
- - - - - GAA T T T A T A T TGT A T AA TGT C T AGT A - - - - - - - - - - - - - - - - - - - - - - TGGT C T T AGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGT T TGCG - - - - - - - - - - - - - - - - - - - A T CAAAAA T AAGC TGT AGGAGTGCGT - - - - - - - TGAGC TGT CA T T TGT CA
- - - - - GT AC T T AA T T TGA T AA T T A T T T T T C T T A T AA T ACA T A T TGGGCA T AA T T T A T C T T AGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGCC T T T AA T T T T AA T A TGC T A T CAAC - - - - - A T CAAAAA T A T AAA T AAA T AAAGAAA - T AGT C T AA T AA T T CGT AA
T T - - - AA T AA TGAACCAC TGA T T A T T A T T AA T A T TGGT CCCA T CACA T T TGA T - - GGC T T AGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGGGA T C T T TGAAAAAAAAA - - - - - - - GGACACCC TGT ACA T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACC T T TGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGGT T - - - AC T T TGA T AGA T CA T T AACGA TGGACAGA T T T T A T CAA T AAAAAAACAA - - - - - - - - - - - - - - - - - - - -
T T - - - GA T A T CA T T CGAAA TGT TGTGC T T T A - - - - - A T CC T AAAAA T TGAAAA T T A T C T T AGA T CC T A T AAAC T T CGTGAA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGGT T T C - C T T T T AACA T A T T A T T AA T T AAGA T CGGAGT C TGT CAGAAAACGGCGAAA T T AAC T CCA T T AAC TGCGA
T A TGAGAAA T T AA T A T A T T AAAAA T T T T AGT AAC T AA T A T T A TGAAAAAAAA T - - - CC T T AGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGT A T AAAA T T T AAA T A T A T T A T T AACAAAACACAAAAAA T C T A T AAAAAAGAAC T A T T T T CC TGCA T T T A T T A T T A
T T TGT AAACC T AAACGT CACGT CA T A T T T TGTGT T AGT T T CAGTGAAGTGAGT - - - - C T T AGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGGT TGT AA T T T T A T T A T A T T T C TGACGA T AGC TGTGAAA T T T AAAAGCGAAG - - - - - - - T AGT T CAA T A T ACA TGA
CGTGAGACAC TGAC TGGCCAA T CGT C TGT C T T A T T A T T T T T ACGAAA T AAA - - - - - - C T T AGA T CC T A T AAAC T T CGTGGA T AAGT AAA T T CGC T T CA T T - - - - - - - - - - A T CCACGAAGT T T A T AGGA T C T AAGGAAA T A - - - - - - - - - - - - - - - - - - - - - - - - A T AGAAAA T A T AGAAA T AAAAA T AAA T T T T A T T T A T TGGA T AC T A
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 size: 1188bp; fragments: 3064; full length: 701 (>=1069.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1188 bp
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 size: 1491bp; fragments: 3059; full length: 0 (>=1341.9bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_92
 size: 1144bp; fragments: 3085; full length: 480 (>=1029.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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