
Start crop Point End crop Point

MSA length = 7600
T AAAAGA T CCA T T A T CAA T T T T AC T T T AAAGAAAGT A T T T T T T ACGCGCAAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGCAGT AAA T T C T T TGGAAAA T T T T AC T CGCAAAA T TGAC T T T TGCAAAG
T ACAAAA TGAA T T ACCAA T T T TGT A T - - - - - - - - - - - - - - T T T AC T CACGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CACGGCCCGA T - - - - - - - T C T ACACAACCGC TGT T T T T T - - - - - - T T AAA
CA T AAAAAAAA T T AACAAAAGT CCC T C T T T AAAAAA T TG - - - - - - GCGCAAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGCA TGT AAAAC T T T AAACAAC T T T A T T AA T T A T A T A TGC T T T - - A T T CG
T A T T T AA T - C T C T TGT AAA T A T - - - - GAGAAGAAC T A TG - T T T ACACGTGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGTGGC T T CC T - - - - - - - - A T TGT T A T CAAC T A T A T A T A - - - - - - - - - - -
- - - - - - - - - - - - - - - - AAA TGT TGC TGAC TGAAACAA TG - C TGA T ACA T AAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CA T A T AAA T T T - - - - - - - - - - - - A T A T T TGT CA TGGT AA - T T T - - C T T AG
- - - - - - - - C TGTGGCCAAACA TGT AA - - - - - - - - - - - - - - C T T AGGAGCGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT AGCGCGGAAGT T T T T AAGGA T T T CCAGACGCCA T CCCGA T A T T CAGT T TG
T ACGACA TGAGT AGT TGGCCCAGC T TGACCGCAAA T T AACAAGT TGCACAAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AA TGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CACACA T CAAA - - - T TGGCC T TGGCGT T T A T T T AGA T T T - - - - - - TGCGA
T A T ACAAG - - - - - GT CAAAAACACAGGT C T AAA T CC T TG - T T T T AACGCGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGCGT AAGACA - - - T AAAAGT TGGCA T A T AACGAGT T AG - - - - - GCAGAA
AACAAGAC T AAAAAA T AAA TGGA T T T A T C TGAAGGT T T T T AA T AAGCGT CAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGT C T T AAAA T - - - T AAA - - - - - GT A T AGA T T AGGT T ACC T T T T A T T A T T
T AGAAAAC - - - - - - T T AGAAC TGCC T ACCGGAAAGT T T C - - - - - - - CACGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CACGGT A T T AC - - - - - - - - T T C T T AA T C T C TGA T A T T AC - - - - - - T ACCG
T AAA T ACCAACA T AACAAA T A T T CAGAA T TGGGAA T A T A T A T C T T ACACAAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - - T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CACAA T AAACAC T T CAAAA T T T T T CACCCA T C T CGCC T CGT T T T AACC T T
T T TGACGTGT T T T AA T AAGC T TGT C T T AC T AAAAAAC T AAAA T AAGCGT T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGT T T C T T T A T - - - - - - - T C T T T T TGT T T C T TGC T T C TG - T T T - - T T T AC
CA TGACA TGT AA T A T AA T T TGT T T T T CGCCAAAAA T AGA - A T A T T ACC TGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CC TGT AAAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TG - - CGGT A
T A T ACA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T ACCCACCAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - - T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CACCCGA - - - - - T T - - - - - - - - - T T A T A TGT T TGAGT T T - - - - - - - - - - G
- - - - - - - - - - - - - - - - - - - - - - - - - - CAGCGAA T A TGTGTGT CA T A TGCGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT TGCGT A T AAAA - - - T CGA TGT CCAAAA T T A T TGT T T T AA - GT T - - GAC T A
T ACAGGGC T T T T T A T TGCGT A TGT CCAACAAAAAAA T CA T T AGT CA TGCAAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT TGCAAGAAAGC - - - CAAACC T T T ACA T A TGCAAAA TGTG - - - - T AAGT CG
- - - - - - - - GA T AAA T TGGACGA T T AC - - - - - - - - - - - - - - - TGT CGCGTGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGTGTGT T A T CC T T T CAA T T CGTGAAA T CA T T AAA T T A T C T T T - - GT TGT
CAAAAGT TGGT T CAGGACA T ACA T T C T T CCGAGAA T AGGCGAA T CGCCCGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CCCGC T T AAA T - - - T AAGCC TGT A T A T T T AC T T T A T AAA - - - - - - GA TGA
T T T AAAC T C T T C TGT T A T A T C T CGA T - - - - - - - - - - - - - - - - - - - - CGCAAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - - T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGCACGT TGT C - - - T AA T T T T T CA T ACC TGT T A T T T T T T - T CGT A T CGT A
- - - - - - - - T A T T T T T T AAAGCGGCA T - - - - - - - - - - - - - - GCA T TGTGCGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT TGCGT C T AAAA - C T T AAGCAGT AC T A T C TGGCACAA T C T - T TG - - AGT AG
T ACCGAAGT CACCAACAGA T ACCCAGGAAAACAAAC T CGT T CGA T ACGT AAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGT ACGA T C TG - - - - - - - GT A T CC T ACCGAC TGCGCCAC - T T T T AA T T CA
T AAAAAA TGT T AGGT T ACGT A T T CGT - - AA T AAAGT T TG - A T AAAACGCAAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - - T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGCA T A T T AAG - - - T - - - - - - - - T CA T AAAC TGT T T T T AC - - - - - - - - - -
T A TGAAGTGCGAAGC TGAA T T TGTGGCA T AGAAGACGT T - ACAAGAAGCGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT AGCGC T T T A T T A T T CAAACA T T T T T A TGT T T T AA T A T ACCC T T AA T T T TG
TGT AAGAA - - - - - - - - - - - - - - - - - - TGTGGAAGAA T T A T - - - T T ACACGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CACGTGT A T A T - - - TGAACA TGT T TGC T T A T T AAGT T A T - T T T T A TGT T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT C - - - - - - - - - - T T - - - - - - GT T A T CA T T T ACCAAAC T T A - - - - - - - - - - G
CGT AAA T C - - - - - - C TGACAA TGT T CAGAGGA T T A T C TG - - - - - - - CGCAAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - - T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGCA T AAAAA T - T T T AAACA T T T T T A T C TGT T A TGT TGC - - - - - GGA T AA
GT T AAACCGTGT T T T T AAC TGT AC T C T A T AA T AAA T A T T TGC T T CACAC T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CAC TGC TGT T T - - - - - - - ACA T T T T T T T AAA T A T A T T T T - T T C - - T T A T A
TGTGA T T T AAA T T A T T A T T CC TGT T C T TGCGAAA T T A T AC - - - - - - CGTGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGTGT AA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AA T AA T C TG - - - - - - - AGT AAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT AGT A T AAAC T T - A T T ACACA TGGT CGT T TGGCA T CA T AA - - - - - - T T TGC
GA T AGT T T A T T AC T T T AAA T T T T T ACCGCCGGAAGGT T A T C T AAAACAC T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CAC T AAGCGT T - - - - - - - T T TGT TGGT T TGGAAAA T T TG - - - - - - T T T AC
T A T AAAC T - - - - - - T T AAA T T T AC T T - - - - - - - AA T A TG - - - - - - GCGTGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGTGGAAAAAA - T C - - - - - - - - - T AA TGTGT T A T T T T AG - - - - - - T A T AA
T A T AAAC TGGA T AAGT AAA T T CGC T T TGT TGAAGACACACC T T TGACAC T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CAC TGAC TGACCC T - - - - T T TGTGT A T A TGT CA TGT T T A - T T T - A T A T A T
T AAAAAAAA TGGAAGTGAAAA T C T CAAACCAGAAACC TG - T AGA TGCGT T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGT T AGA T C T T C T T - - - - - - - - - T TGGCAA T T AAA T CCG - - - - - - - - - - A
- - - - - - - - A T A T CAGCAGTGA T T T A T - - - - - - - - - - - - - - GT T T CACGGGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGGGT T T CAAA - T T - - - - T AACA T T A T ACGT T T T AGT T T - T T T T AA T T T A
- - - - - - - - TGT T T A T TGT C T A T A T T AGA T AAAACA TGT T T - - - - - - CACGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CACGCGACC T T - - - CAA - T T T CACCAC T T AGGAGA T AAA - - - - - - A TGT A
T A T AAA - - - CGT CA T TGAA T A - - - - - - - - - - - - - - - - - - - - - - - - - CC TGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CC TGG - - - - - - - T T - - - - - - - - - T T ACGCAA T AAA T CAG - T T T - - CAAAA
GGT AGA T T A T AA T AACA T A T C T CAA TGT CAGAGA T T AC T T T T T AAACA T AAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CA T ACA TGAAA - - - - - - - CGT CGT T C T T CGCAAA T C T T T - - - - - - AA T T A
CA T AAAAACACCCA T T A T T T A T T T A T AAA T AA TGGT T T A T - - - - - - CGT T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CGT TGGT AGAAC T T TGA T AC TGGTGT CC TGCCACACCCCA T T T T AA T T CG
- - - - - - - - - - - A T A T CAAA T A T A T CC T AA T AAAAACA TG - ACAA T ACA TGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CA TGGAA T AGT C T T - - - - - - - - - T TGC T T A T TGGA T CCA - - - - - - - - - - -
- - - - - - - - GGC T T A T T A T ACAGGGT T AA T CGAAGGGT TGT AAACCC TGTGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT TGTGT AA T AA T - - - T AGA T T T CC T AAAACA T T A T T T T T C - - - - - - - - - - -
AAAACAA T C T T T T AA T A T A T A TGT C T - - - - - - AGAC T TGT AGA T AACAC T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CAC - - - - - - - - - - - - - - - T CC T T T TGT ACGT CA T CGCAAC T T T - - AA T CA
- - - - - - - - GT T T T A T TGT A T T T T T T A - - - - - - - - - - - - - - - - - - - - CAC T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CAC TGA T T AGA - - - T AAA T T T T T CCA T T TGA T A TGCA T T - - - - - - - - - - -
- - - - - - - - GCC T CA T T AAA T T AA T A T T A T AA T AAAC T T A T C TGT TGTGTGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT TGTGCA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC TG
- - - - - - - - GAA T CGA T AAGAGTGAGT AAGT AAAAGT AC T - - T T AGGAGT T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT AGT - - - - - - - - - - - - - - - T ACAA T CA T CAAA T AA T T TGA - T T C T ACAAAA
- - - - - - - - AAA T T A T T AA T T T T T T A T T AGAAAAGA T T T T T CAAA T A T ACGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - T T T T T T T AAAAAGAAGGT TGTGT CGT C T CGT A T T T T AAGT T ACGT C T C T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT TGA
T A T AGAA T - - - - - A T TGAGT AAAC T C T AA TGGT AA T A TG - - T T T T A T A TGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAG - - T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT T A TG - - - - - - - - - - - - - - - - - - - T TGT T CGT T T TGA TGA - - - - - - AAAAA
- - - - - - - - GTGT T ACCAAA TGGAC - - - - AAAAAAGT A T A - - - - - - - CAC T AGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - AAAA T AAAGT T T T T T T T AAAAAGAAGA T TGTGT CGT C T CGT A T T T T AAGT CAC - - - - - - - - - - - - - - - - - - - - T AAAC T AC T AGA T T AA - - - - - - - - - - G
T ACAAA T C T AAA T A TGA T A T A T AA T C T AC TGAAAACAAA - - - - - - - GACGAGT T A T ACAACGGAAAAC TGC TGACA T AA TGCCGGA T AGTGC T T A T TGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A TGTGCA T - T T - - - - T A T T T T T A T C TGT AGAA T CAC - - - - - - - - - - -
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TE: ltr_1_family_791.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 7600bp; fragments: 670; full length: 48 (>=6840bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7600 bp
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TE: ltr_1_family_791.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7900bp; fragments: 670; full length: 47 (>=7110bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_791
 size: 13846bp; fragments: 1031; full length: 1 (>=12461.4bp)
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