
Start crop Point End crop Point

MSA length = 4379
A T A T T T T T T A - - - - - - - - A T TGAAAGT A T T - - - - - - - - - - - - - - - - T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAGT A T A T T T AAA - A TGT T CA T A T T T T CGT AAAACGAA TGT T T T T TGCGA T T
T TGT T T T T AGA T T C - - AAA T TGAAA T AAA T AAAA T T T A T A - CA TGGGAAGTGT AGTGTGA T C TGTGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAGGAAGT A T T CAAA T A T T T AC TGT T T T A T AAA T ACCA T AA T T A T T T TGGCC
ACAGT T T - - - - - - - T TGA T T T CAAAA T AC T AAGAACA - T A - T ACGCCCA T TGT AGT A TGA T C TGTGGT - - - TGAGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACACCCA T - - - - - - - A - - - - - - - - T CC T T T T AAA T T T AAAAAA T A TGT - - - - -
AGGTGT T T TGGGAA T T T T C T T T AAGT AA T - T AAAA TG - T AA - - - - - - - A T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACACCAA T T T T C T C - A - - T T AA TGT CCC T CCGAA T T TGGT AC T T A T T T - - - - -
C T A T CC T - - - - - - - - - - - T T T CAAAAAGT CAAAC T T A - T AA T A T CA T TGC TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA T TGCC T AGT C - AAA - - - - - - - T TGCACCAACA T AAAA TGTGT T C TGT CG
- - - - GT T T CGGT CG - - CACCGGAAA TGAC T - AAC T T C - T A - - - - - GT ACC TGT AGT A TGA T C TGTGGT - - - TGAGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAGT ACCC T CGGT - - - - - - - - - - - T T T AC T T TGT T T CA T AGAAAA T T ACA T T
AAA T A T T C T AACCGT T CAC T AAAAAGCAGCAAAAA T AA TGGT T T CA T A T T TGT AGT A TGA T C TGTGGT TGAGGAGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA T A T T C TGTGA - - - - - - - - - - - T T T CA TGAAGT AAA TGAAGT T CCAAA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T T A - T A - T T TGT A T AC TGT AGTGTGA T C TGTGGTGCA T T AGGACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACA T A T ACCA - - - - - - - - T T AA T - - TGCA T T A T A T C T TGT A TGAGT T T T AC T T
C T AC T T T T AAGCGG - - CAC TGCAA T CGA T A - - - - - - - - - - - CA T TGT T AGTGT AGTGTGA T CGGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAGT T AGT A T A TG - - - - - - - - - - - T T TGC T AAA T T T C T T AA T T A T T T T A T TG
GC T T A T T CAAA T C T - - T AC T TGAA T CGAA - AAA T A T A - - - - - - - - - - - - - TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA T A T AGAGA T T A - - - - - - - - - - - - - - - - - - - - - - - - AAA T CA T T T TGT C T
AAAAA TGT AAA TGG - - CACA T AA T T C T AC T AAAAAA T - - - - C T T CC T AAC TGT AGTGTGA T C TGGGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACA - - - - - - C T AAC - - - - T CAACGT T T T ACC T CA T CCCACAA T T A T T T T T - - -
GT T A T T T - - - - - - - - - - - GT CCAAGT T A T C - AAGA T T - T AA T T T CGAGAGTGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAGA - - - - - - - - - - A T A T CAAC T T - - - - ACCAAC T T AA TGA T T AAA T T A T T A
T T T T A T CCAACCAA T T T A T T T T AA T T T T T TGAAAA T A - GA - T AAGAA T AGTGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAAA T AGT A TGCGAAGT T T AA T - - T T TGGGGT ACC T AGCGAC T A T TGAAGCA
ACAC T T A T AGGCGA - - - - T A T AAAA T A T C T - - - - - - - - T A - T T T T AA TGT TGT AGT A TGA T C TGTGGT TGAGGAGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAAA TGT CA T AA T - GT T C T AA T - - T T T T AGT AAACCCACGA T T A T T T T T AA T
- - - - - - - - - - - - - - - - CGC T T A T AA T TGT CAAAAACA - - - - T AGT AAACC TGT AGT A TGA T C TGTGG - - - A TGAGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAAAACCCAC T A T - - - - - - - - - - - T C T T CC TGT T T T TGT T A T CAGA T C T ACC
A T A T A T T C TGTGAC TGC T A T T CAAA T T A T - AAAAAAA - T AA T AAAGGT A T TGT AGTGGGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAGGT A T T T T A T - - A - - T TGA T T T - - T T AGGAAGTGAA T T T T TGT T T - - - - -
A T CAC T T C T CGAAG - - T AC T T AGAA T AAAGAAAAA T T A - - - TGCCA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACA T AGGCAAAAAG - - - - - - - - - - - A T CA T AAAA T C T T T T T T T T A T A T CA T TG
G - - - T T T TGAA T AG - - CA T T - T T AA TGACGAAAGT T A - T T - T AA T A T T A T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T A T AA T AGT CAAGAA T
GA TGGT A T CGA - - - - - CAC TGGT T AGGGT A - - - - - - - - - - - AA TGT CCA T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACA T CCA TGA T AC T - A - - A T A T C T - T C T C T C - - - - - - - - T T CC T CC T T TGACG
- - - - T T T T CGGT CG - - CACCGGAAA TGAC T - AAC T T T - T A - - - - - GT ACC TGT AGT A TGA T C TGTGGT - - - TGAGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAGT ACCC T CGGT - - - - - - - - - - - T T T AC TGT A T T T CA T AGAAAA T T ACA T T
AACA T T T - - - - - - - - - - - T T T T A T A T AAC T - - - - A T A - T AA - ACCC TGT A TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAC T - - - - - - - - - - - - - T T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAA T AGTGA T AC T A - - - - - - - - - - A T AAA TGGA T T T AA T T T C T AA T T T AA T T
GT T AA T T TGT TGC T T T CA T CC T AAA T T ACAAAAGA T T A - - - TGCAACAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAAAA TGT T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T T AAA T TGGT A
A T CA T T T C T T T TGA - - - - C T T T AAA TGA T T - - - - - - - - - - - T AAA T AGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAGAAC T T A TGCA T A T A - - - - - - - - - - - - - - - - - - - - - T AA T CAAAA TGA T A
A T T T T C T T T A - - - - T T T AGT TGGAA T T T C - - - - - - CA - T A - T A T AC T T AC TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAC T T AC - - - - - - - A T A T T AA T A T T CA T T TGT AC T CAGT A T T T ACC T - - - - -
GTGCAC T CGAGGA T - - CA T TGTGAA T T C T T - T A T T T TGCAGCA T CA TGT A TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA TGT AGT T AA T - - - - - - - - - - - - - - - - - AAA T C T AA T T T T T ACA T A T A T T
GT T C T T T T CGACGA TGCACGAGAA TGT AC TGGACGT TGCGA T AA T CACGGTGT AGTGTGA T CGGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACACACGGGAAGT T A - - - - - - - - - - - - - - - - - - - - - - - - T T A T T A T T T T C T T T
AGGT T T T - - - - - - - - - - - A T T T AAAAA - - - - - - - - - - - T CAAACAGT T CC TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAGT T CC - - - - - - - AGA T T AA T T T CCGT T C TGAC TGAAC TGACACA T T AC TG
AAAA - - T T AAA TGG - - AAC T T AAAAGAA T - AAAAAC T - - - - - - - - - - - - - TGT AGTGTGA T CAGTGGTGCA T T AGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAAAAC T T T T AAC - - - - T T AA T T T T T T AGAGT AA TGCA T T A TGAAC T T T AA T
AAA T T T T T CGA T CG - - CA T CGGT ACCAA T CAAA T T T T - T CA T AA T A T ACC TGT AGTGTGA T C TGTGGTGCA T T AGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA T ACC T A T - - - - - - - - - - - - - - - - - - - - - - - T T T TGAAAAGAACGC T A T T
GA T TGC T T CGGC T A - - AACAGGAAAACC - - - - - - - - - - - - - CA T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACACGT A TG - - - - - - - - - - T AA T T - C T TGT CAAA T T AAA T T A T T A T T A T TGTG
GA T CG - - - - - - - - - - - AAC TGGACGCCC T T - - - - - - - - - - - T A TGAC - - - TGT AGTGTGA T C TGTGGTGGA T TGGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A TGAC T AACC T T
A T CAC T T - - - - - - - - - - - C T CGAAGC TGT - - - - - AC T - T A - - A T C TGCA T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACA TGCA T - - - - - - - G - - - - AA T - - - - - - - - - - - - - - - - - - A T T A T A T - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAAAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACACCAGTGGT AAAA - - - T T CA T T C T T TGT CGGT T C T C T T AACCA T T AC T A TG
T T T T T T T T TGT CGC - - CAC T T T T AA TGA T T AAAGT T A - AA - C T T ACC T A T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACACC T A T T A T - - - - - - - - - - - - - - C T T TGT AAAA T AGT T T A TGA T AA T AGT T
A T C T T CCCCGCAGC - - - - - - - - - - - - - - - - GAAAAAAA - - - TGA TGCAAGTGT AGTGTGA T C TGTGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAGCAAGGT T A T T A - - - - - - - - - - T T T CACAA T A T T A T T TGC T AA TGT AACG
T T T T A T T T AAACGA - - T A T T T A T AA T T AC T A T A T AC T - T CA T A T T A T CAGTGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA T CAGT T - - - - - A T A T T A T T T T T A TGT CGAA T T CCA T A T T TGA T AAGA T C
- - - - ACA T AAA T AA - - - - - - - AAAAC T A T T AAA T T T T A T A - - - - - CC T AC TGT AGTGTGA T C TGTGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACACC T AC TGAA T T - - - - - - - - - - - C T T T AAGAGT TGA T T AA T T AAC T T T AA T
- - - - - - - - - - - - - - - - CACCA T ACCAAA T T - - - - - - - - T A - GGT T AGTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGAGAGAAAA - - - - - - - - - - - - - - - - - - - - - - - - T AGGT A T T C T ACGA
ACAAC T T C T T CCAG - - - - T AGCACGT TGT T - - - - - - - - - - - C T TGGAGGC TGT AGTGTGA T C TGTGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACCA T T T AGAC - - - - - - - - - - - - - - - - - - - - - - - - GAA T T AC T T T CA T T
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 size: 4379bp; fragments: 184; full length: 33 (>=3941.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4379 bp
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 size: 4679bp; fragments: 184; full length: 31 (>=4211.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_877
 size: 3441bp; fragments: 158; full length: 1 (>=3096.9bp)
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No TE domain detected

Before TEtrimmer 3441 bp
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