
Start crop Point End crop Point

MSA length = 4046
TGGA TGT AA - - AAAAACC T ACC T AAC T TGCAGT T AA TGAAACCGCC T T AGTGAGAGT T T AAC TGAAA T A T CAAGA TGGC TGACAAAACAAACAGCC T AA T - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A T A T A T A T T A T T A T AA T T A T A T T A - - - - - - - - T T T C T T T T T C T T T C T T C T CAC T TGT T TGGT TG
GAAAAC - - - - - - - - GGTGT C T - - - AA TGC TGGT T CCAAAGT TGGAAGCA T TGAGAGT T CA T T AAGT A T C - CAAGA TGGC TGACAAAACAAACAGCC T AA T - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A T T A T T A T T A T T A T T A T T A T A T T CAA T A T AAGT T AGAAGA T CAAAA T T AGCGGT AGT C T - A TGT
T AA T A - - - - - - - - - AGTGT C T - - - A T ACGCAGC T CA T ACA T T AC T AACG - - - ACAGC T T AA T AGA T A TGACAAGA TGGC TGACAAAACAAACAGCC T AA T - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A T T A T T A T T A T T A T T A T T A - A T T C T ACA T A T A T T T T C T A T T T T T T CC T A T T T A T T T TGT - T T A T
TGGA T A T CA T AAAAAGC T C T T T T AAGCCC T AGT T TGT T T A TGGAA T TGAA - - - - - - - TGA T TGAA TGA T T CAAGA TGGC TGACAAAACAAACAGCC T AA T - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A T T A T T A T T A T T A T T A T T A - - - - - - - - - - - - - T T AAA T CGCC T AACCCAAACCAGAGT T - A T CC
AAAAAC - - - - - - - - AACGA T CCG - T T TGA T AGT T CAC T CAGT A - - - - - - - - - - - - - - T T A T T CAC T T TGCCAAGA TGGC TGACAAAACAAACAGCC T AA T - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A T T A T T A T T A T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGT - AGGT
- - - - - - - - - - - - - GAGCGACC - - - A T T CC T AAC T AA T A T AAC - - - - - - - - - - - - - - - C T AA T TGA T AAA T AAAGA TGGC TGACAAAACAAACAGCC T AA T - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A T T A T T A T T AACAAAACAGTGACAGGGA TGTGT C T T AGCGCC T C T CC T A T T CAACA T A TGC T C T
AAAGT A T C T AAAACAA T A T T T C T AAA T A T CAGT C T T T ACA T CAC TGC T CC TGAGAGT T CAGT CAA T A T CGCAAGA TGAC TGACAAAACAAACAGCC T AA T - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A T - A T T A T T A T T A T T - - - - - AAGTGAAAAA T A T T T AAACAA T A T T T C TGT C T AGAGT T CGAGT A
T T AACA - - - - - - - - GGCA T A T T T AA T TGACGA T T C T T T T A T T AGA TGGA - - - - - - - - T T A T T AGA T A T C - CAAGA TGGC TGACAAAACAAACAGCC T AA T - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A TGT T T C T AGT T AC T AC T A T T T T T AGAGT A T A - TGACGGGT T AACACCAAGT CGT A TGT - C T C T
AAAGT A T C T AAAACAA T A T T T C T AAA T A T CAGT C T T T ACA T CAC TGC T CC TGAGAGT T CAGT CAA T A T CGCAAGA TGGC TGACAAAACAAACAGCC T AA T - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A - - - - - - - - - - - - - - - - - - - - AGTGAAAAA T A T T T AAACAA T A T T T C TGT C T AGAGT T CGAGT A
T AGA T T T TG - - - - AAA T A T C TGGT AGT AA T A T T T T TGAAAGT T AAAA TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A T T A T T A T T A T T A T A T A T A T AA T AAAA T CACA - - - - - - - - - - GT ACCCA T AAA T AA TGT - C T T T
AAAAA T C T AA T - AAAGT A T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T AAA T A T T ACC T T T CAAAA T T T CAAAC T T AAGGAAA T T A T - CAA T
T AGA T T T TG - - - - AAA T A T C TGGT AGT AA T A T T T T TGAAAGT T AAAA TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGA T CA T A T T TGTGGA T AAA T AAA T A T A T A T T A T T A T T A T T A T T A T T A T A T A T A T AA T AAAA T CACA - - - - - - - - - - GT ACCCA T AAA T AA TGT - C T T T
AAA TGAC T T AAAAGAA TGT T CC T - A T T T T TGT T A TGT A T ACAGGGTGT CC T AAGA - - A T AACAA T TGT TGCAAGA TGGC TGACAAAACAAACAGCC T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGCC
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 size: 4046bp; fragments: 133; full length: 7 (>=3641.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4046 bp
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 size: 4350bp; fragments: 133; full length: 7 (>=3915bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_80
 size: 988bp; fragments: 104; full length: 36 (>=889.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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