
Start crop Point End crop Point

MSA length = 716
T T T T T T A T T T AA T CC T T T A TGA T ACACAACCGACGGTGGAGTGAA T AAAACA T T AC T AA TGA T A T CAAA T T AGGCGT C T AA T TGCAAAACC TGACAAGTG - - - - - - - - - - GTGTGAC T TGT CGGGT T T TGCA T T T AGACGCC TGAAA TGGGA T A TGT T T T T T T T AAAGAACGTGGT AAA - - - - T T T TGGTGT ACCAACAGCAAAA T AAAA
GC TGT T T A T T AAC T C T TGA T - - - - - - T A T TGC T TGACGAAGT T A T - - - - - - - - - - - - - - - - - - - - T AAA T AAGGCGT C T AAA TGAAAAACCCGACAAGT C - - - - - - - - - - GTGTGAA T TGT TGGGT T T TGCA T T T AGACGCC TGA - - - - - - - - - - - - - - - A TGT AGA - - - - - - - - - - - - - - - - GT T T CAC T TGT AAAAAA T T AA T T A T AA
C T CGTGAA T T AA T C T T T T - - - - - - - - CGGT CGACGA T AAAA T - - - - - - ACCA T T AC T AAAAA T T T T A T A T CAGGGGT C T AAA TGCAAAACCCAGT AAGT C - - - - - - - - - - GTGTGA T T TGT CGGGT T T TGCA T T T AGA TGCC T T A T AC T A T T T A T AAC T TGT T T AAAAAA TGTGT T AAA T T T T A T T CAGAGT AAAAA TGACAAAGTGT AA
CAAGT A T A T AAAA T T AA T A T A - - - - ACGACGT A TGGTGGA TGCA T T CAGT - - - - - - T AGA - - - - - GAAA T CAGGCGT C T AAA TGCAAAACCCGACAAGT C - - - - - - - - - - T TGTGAC T TGT CGGGT T T T TGGT T TGGACGCC TGAAA T A T T A T - - - - - - - A TGTGGAA T A TGTGT C T AA T TGT C TGTGAC T TGAAGA T A T TGAAGT CAAA
C T CGTGAA T T AA T C T T T T - - - - - - - - CGGT CGACGA T AAAA T - - - - - - ACCA T T AC T AAAAA T T T T A T A T CAGGGGT C T AAA TGCAAAACCCAGT AAGT C - - - - - - - - - - GTGTGA T T TGT CGGGT T T TGCA T T T AGA TGCC T T A T AC T A T T T A T AAC T TGT T T AAAAAA TGTGT T AAA T T T T A T T CAGAGT AAAAA TGACAAAGTGT AA
GC TGTGGAC T T A T CC T C T - - - GT T CGC T T CCA T TGA TGCGGGTGA - ACA T - - - - - - - - - - - - - - - - - - - - - - - - CGT TGAGA T CAAAAA - - - - - AAAGT C - - - - - - - - - - GTGTGAC T TGT C T TGT C T TGCA T T T AGACGCC TGA T CAGAGGCGCA - - - - GT T T AAAA - - - - - - - - - - - - T TGT T T T AACC T T ACA TGAA T AGAC T T AAG
T C T ACAAACGGAGCCA T T A T AA T ACA T T T T A TGTGGT AC T AA T AA T AAACCA T T AC T AAAAA T T T CAAA T CAGGCGT C T AAA TGCAAAACCCGACAAGT C - - - - - - - - - - GTGTGAC T TGT CA TGT T T TGCA T A T AAACGCC TGAAA T AA TGCC T AAC T T T T T TGT AG - - - - - - - - - - - T T T TGT A T AGT AGCAGAAAAAC T CAGT CAAG
T C T ACAAACGGTGCCA T T A T AA T ACA T T T T A TGTGGT AC T AA T AA T AAACCA T T AC T AAAAA T T T CAAA T CAGGCGT C T AAA TGCAAAACCCGACAAGT C - - - - - - - - - - GTGTGAC T TGT C - TGT T T TGCA T T T AGACGCC TGAAA T AA TGCC T AAC T T T T T TGT AG - - - - - - - - - - - T T T TGT A T AGT AGT AGAAAAAC T CAGT CAAG
T ACGT AGGT ACAGT T T A T - - - A T AC - C T A TGGT CGACAAAAGCAA T - - - - - - - - - - - - - - - - - - - T A T T T CAGGCA T C T AAA TGCGAAACCCGACAAGT C - - - - - - - - - - GTGTGAC T TGT CGGGT T T TGCA T T T AGA TGCC TGA T T T AA T A T C T - - - - - A T T T A - - - - - - - - - - - - - - - - - T T T T AA T TGT AAAAAGAACAAAGGAAAA
GA TGCCAA T A TGAC T T C T A T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A T CAGGCGT C T AAA TGCAAAACCCGACAAGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT AAAGAGT T TGT T A TGT - - TGT T TGA TGTGT AAAAA T T AAAA T AA T A
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 size: 716bp; fragments: 339; full length: 48 (>=644.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 716 bp
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 size: 1031bp; fragments: 339; full length: 0 (>=927.9bp)
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TE: rnd_4_family_1534
 size: 680bp; fragments: 389; full length: 54 (>=612bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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