
Start crop Point End crop Point

MSA length = 1179
C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGC T TGAGACGGCCC T ACACGA TGTGGCGAACACC T T CAAACGT TGGACGCACGAC - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGAC TGT C T T T A T T CAA T - - T T T AAC T CCC T C T AA T AC T C T C T C T TGT AGT CCCC T AA T T T CC T AA T A T CA TGGT
CAAGAA TGACCAGGCCCGAC T TGAAA T T T ACAAAA T T T AA T CAA T T A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGACCGT C T T AA T T CGAG - - - - - - - - - - - T T T T AGCC TGT T TGCGGTGGA T ACCC T AACACA T A T T CGGGT T T T A
GACAAGAGCCCGAAC T CGC T T CGAAACACA TGGA T T T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGACCGT C T T AA T - - - - - - - - - - - A - - - - - - - T AA T AA T A T T T AAGAA T AAA - - T T AGGT AAAACA TGT AA T T T A
- - - - - - - CGCCAAGAGAAA T T - - - - - - - - - - - - - - - - - - - - T AA - - C T AGAGACGGT CC T ACACGA TGTGGCGAACACC T T CAAACGT TGGACGCACGGC - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGACCGT C T T AAA T CAAAGA - - - - - AAA T A T T AGAC T T T C T C T A TGGA T ACA - - T ACGCAAGC T AGGA T A T T C T A
T C TGAA TGCCAAACA TGT A TGGGAA - T T AAA T AAA T A T CA T - - - A T A T AAAGACGGT CC T ACACGA TGTGGCGAACACC T T CAAACGT TGGACGCACGGC - - - - - - - - - - GT CCGAACGT TGGACGCA T CGTGT AGGA T CGT C T T AAGT A TGGG - - - - - - GAGT T CC T AGCAGT A T - - - - - - - - - - - - - T T CACCA T CAAAC T T AA T T CA
A - - AAAA T A T T AA T A T AAA T TGT A T ACCGAAACAA T C TGAG - AAAC T CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGACCGT C T T AAAACCA T T A - - T AACA T CGT T T AA T A T T T T T CGTG - - - - - - - - T T CC TGGCCGAA T A T A T CGTG
- - - - - - - - GGCAAAACAAA T T T AGAAC T AA T AAAC T T T T AA T AA T TGT AAAGACGGT CC T AGACGA TGTGGCGAACACC T T CAAACGT TGGACGCACGGC - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGACCGT C TGAAGCAGAAGAA T T A - AAA T C T T AAACA T C TGT T AGGGA - - - - - - - - - - CCACC T TGCAAAA T T T T
A T TGAGT TGT CAAGT AGT ACCA T A T AACGA T AAAAAA T CGT - - - GGA T AAAGACGGT CC T ACACGA TGTGGCGAACACC T T CAAACGT TGGACGCACGGC - - - - - - - - - - GT T CGAACGT TGGCCGCA T CGTGT AGGAC TGT C T T AAG - - - - - - - - - - - - AA TGCGCAAGGAAGA TGT AAGAAAAGA - - - - - - - - - - - - - - - - - - - - - - -
T AAAGAAGAGT ACAA TGCGT T T - - - - - - - - - - - - - - - - - - - - - - A T AAAAAGACGGT CCCACACGA TGTGGCGAACACC T T CAAACGT TGCACGCACGGC - - - - - - - - - - GT T CGAACGT TGGGCGCA T CGTGT AGGAC TGT C T T AAGAGACGAA TGT AGA T ACC T C TGT CAGT AC T T AAAGT T C T A T C T T T A T T T A T T AACGAGT CGT T
A T T A T A T AGACA TGAAAAA T T CAGT - - - - - - - - - - - - - - - - - - - TGC T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGACCGT C T T T ACCGT C TGA T T T - - GGT T T T C T TGCA T T C TGCA T ACGTGAC - - GCCCA T C T T AAGCGGAA T T T T
T - - - - GGT T T TGT AACAAA T T - - - - GC T CGC T A T T T T A TGGT CAGCC T T AAGACGGT CC T ACACGA TGTGGCGAACACC T T CAAACGT TGAACGCGCGGC - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGACCGT C T T T AACCAAAGGT T T AAAAACC T T AGGCAGA T T T C T AAAA T A T ACC TGCCGCAAAAAGCGT A T T TGG
T T TGGA T TGT CACGGGGT T T T T AACCC T CAA TGAACACC T T - - - GA T T AAAGACGGT CC T ACACGA TGTGGCGAACACC T T CAAACGT TGGACGCACGGC - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGACCGT C T T T AAGC T AA - - - - - - AGACGAA TGGAGA T T C TGT AGGAAAAA T CCC T CA T C T C TGAGTGCACCGAG
C T T T AGAAAGAAAAAGAGA TGAACAAC TGAAAGAA TGT CAA T AAC T AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CGAACGT TGGACGCA T CGTGT AGGACCGT C T T AAG - - - - - - - - - - - - - - - - - - - AGGCA T T T T T T ACGT AAAAA - - C T CACGGAAA T A T A T A T T T T T
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 size: 1179bp; fragments: 260; full length: 13 (>=1061.1bp)
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No TE domain detected

After TEtrimmer 1179 bp



0 200 400 600 800 1000 1200 1400

0
5

10
15

20
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 size: 1480bp; fragments: 253; full length: 0 (>=1332bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries



0 100 200 300 400 500 600

0
5

10
15

20
TE: rnd_5_family_2161

 size: 638bp; fragments: 454; full length: 45 (>=574.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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