
Start crop Point End crop Point

MSA length = 1643
AAA TGT A T - - - AA TGT A T T AACAAAAGGT ACAAAAC T AGGG - - - AGT ACA T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAAGC T TGCC T TGGGCCGA T T T C T A TGCACGCAA T A T AA TG - TGAAA TGA - - - AA T AAAAAAAAGT T AAAAGT ACC T AC T T T T T ACAGT TGA
CAA TGT A T CACGA T T T T TGGCGAGGAA T T C T AAGAGAAC - - - - - GTGA T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCA T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A - - T AAA TGGT - - GAGAGAAA T ACCAAAA T AC T AA TG - - - - T A T T AGGC T T T
A T A T AAC T - - - GTGCAAA T AAAACAAAA T A TGC T TGC T T AA - - AGGT A T A TGAAC T T ACGTGCA TGGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGT T TGCC T TGGGCCGA T T T C T A TGCAGGCAAGTGT A T A - - - - - - - - - - - - AA T ACAAGAAGCGGAAAAA T AA T AAA T T T A T C T T T C TGC
AAAGA T T C - - - A T A T T T TGGT AAA T AGC TGT AC T T ACA T - - - - AACCA T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAA TGT T TGC T T TGGGCCGA T T T C T A TGAACGCAAGTGT A T A - T T A T A T CGT C T A T TGCGT CAA T T A T T AAGA T AAAGAA T TGCCGT C T T CGC
- - - - - - - - - - - A T C T C T CCAAAAAAAAA T CC T T T A TGGGCGA - - A T AAAA T AAAC T TGCGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T - - T TGCAAAA T T T TGCC T TGGGC TGA T T T C T A TGCACGCAAGTGT AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAACA T T T C
CGA T A TGT - - - ACGT T AACAAAA T CAACCGGGAAC TGA - - - - - - - - - AAA T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGGCGA T T T C T A TGCACGCAAGTGT A T A T - T AACGT AGCAAGT AGGCAGGACC T AGT AA TGGCAACC T T CCAGGAC T T A
T AA T AGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGAAC T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGA T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT AGT - - - - - - - - - - - - AA TGAAA T AGT TGGT AAA - - - - - - - - - - A T CACAA T T TG
- - - - - - - - - - - - - - - - - - - - TGAAGAAGTG - - - - - - - - - - - - - - - - - A T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - CCGGT C T T TGAAGACGA T T T ACCAGT AA - - - - - CGT T T A T AAAC T T ACGTGCA T AGAAA T CGT CCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGT A TGCC T CGGGCCGAGT T C T A TGCACGT AAGGGT A T A - - - - - - - - - - - - AACGA T AAAAGCAGTGAA - - - - - - - - - - C T T A T CGT TGC
T T ACA T A T AA - C T T CA T T T CCAAGCCAAC - - - - - - - - - - - - - T - AA T A T - T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T A TGA T T T T AAC T - - - - - - - - - - T CAC T T T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A - - - - - A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAAAAAA T C
TGAAGGT T AG - CA T T TGCCA T AAAA T AGCGAGCAA T T TGAA - - - AAA T T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGT T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A - - - - - - - - - - - - AC TGT AA T CAC T AA - - - - - - - - - - - - - - - - - - - - - - - - -
T AA T AAA - - - - - - - - AA T AAAGAAAAAGTGCGGGAAGG - A - T - - - - AA T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAGT - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGTGCCGA T T T C T A T ACACGCAAGTGT A T A T T T AAA T T A T C T A T CACGGT AGT CA T A T CA - T AGT AAA T T C T AACAGC T AC
T AA T A T A T - - - - - - TGA T T AAAAGAAAA T A TGT AAAAG - A - T - - A TGAAC T AAAC T T T CGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC TGT AAAA TGT TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T A - - - - - - - - - - - - - - T
AAACA TGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAAA T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGT AAAC T T T TGC T T T T T T A T - - - - - - - - - - T AAC T T T AAAAGT T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A T - - - - - - - - - - - AA T TGAA T T A T ACCGAAA - - - - - - - - - - TGT TGAA T CCA
T A T T AGA T CA T CCAA T AA TGAAGGAGAA T A T T CGT A T AAAA T CAAAAAAA T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC TGCAAAAGT T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT AGA T T T T AAGT A T AGAA TGTGGACA T T AACACGA T AA TGGA - - C T T AACCGT AA
- - - - - - - - - - - - - - - AAGGGAAAGGAA T AAAAC T CAAA - A - T T - - - - - - - T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAA T - - - - - - - - - - T AAC T T T AAAA T T T TGCCAAGGGCCGA T T T C T A TGCACGCAAGTGT A T A T - TGT C T TGT - - AA T C T AA T AA T AAA T T A T - T T A T TGG - - - - - ACAGAAAC
- - - - - - - - - - - - - - - TGT TGAA TGT AGT T A - - - - - - - - - - - - - - - - - - - - T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGT C T TGGGCCGA T T T C T A TGCACACAAA TGT A T A T - T T AA T T A T - - AA T AGGTGGGT CAAAA TG - T AA TGAA - - T C T AGAGT T AC
TGA T AGAA - - - GCAA T T T T AACAGT TGC T A TGGAAAAAA - - - - - A T A T T A T AAAC T T ACGTGCA T AGAAA T AGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCA TGTGT AGT - - T AA - - - - - - - AA TGGAACCGT CA T AAAG - CAGTG - - - - T TGGCAA T A T A
T A T T A T T C - - T C TGC T A T T A T AA T T CGT T A T A TGAACAGAA T T - - - - - - - T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT AGA T - GAAA T T A TGT AA T AAGT A TGACCAAAAA - T AGCA - - - - - - CACGC TGA T
- - - - - - - - - - - - T AA T ACCAGACGAAACCAGT T T A T T A - AA T T - - - - - - - T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T - - - - - T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCACAAGTGT C T - - - - ACAA T - - ACCAAAAGT ACCAAAAAA - T ACCA - - - - - - - AGTGC T TG
AACGGCA T A - T A T T T C T T T T T AAGGAAAAA TGCCAAAAGAA T - - GAGAAGT AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCCGA T T T CAA TGCACGCAAGTGT A T A - - T CCA T T A T CCAACA T AAAGAACAAAGAA - AAC T AAA T C T T T AGT T T T T T
T A - - - - - - - - - A T A T T ACAA T AA T AAAA T AA T ACAAAA T - - - - - C T A T AC T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AA T T - - - - - - - - - - T AAC T T CAAAAGT T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T T T T CAAA T T A - - - AA T AAAAA TGACGT T ACAGT TGCAAA T T AGT AGT AA T T T
CAAGT CACGT - - - - - - - - - - - - - - - - - - - A T T AAACAGT - - - - - CA T A T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGT T T ACC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A T CGAAC T T A T C T AAA T A - - - T T T CAGGAAA - - - - - - - - - - T A TGA T AA T TG
CCAA T T A T A TGT CAAAC T CACGA T AAAACAC T T AACAAA - - - - - T CCAAC T AAAC T T ACGTGCA T AGAAA T CGGT CCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGT T TGCC T TGGCCCGA T T T C T A TGCACGCAAGTGT A T A T CCAA - - - A T C T AACAAGGCAA T AGAGAAA - - - - - - - - - - T A T T A T AAA T A
T CA T C T AC - - - ACCAAACCAAAA T ACAA T ACAA T A T AAAAA - - - T A T AAA T A T A T A T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA TGT TGCA T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A - - - - - - - - - - - - AA T AAAA T CAAAAA T AAAAC T A T AAAGT - - - - - - - - - - -
T CAAA T A T AA - CAA T A T T CAAAAA T CAA T A T A T T A T T T T AGT TGA T AA T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A - - - - - - T T A T A T - - - - - - - - - - - - - - - - - - ACGACGTGT C T ACA T AAC T AC
AAA T A TGT - - - TGA TGA TGAAAAAAAAA T A T TGGAAAGT AA - - - T CA T T A T AAAC T T ACGTGCA T AGAAA TGAGCCC T C TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T AAAAA T A T T C T AA T T C T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T TGAA T AA T C T T CAAA - - - - - - - - - - T T T CA T T T AA T
- - - - - - - - - - - - - - T T AAGT TGA T AAAGT AA TGAAAAAA - - - - - TGT A T A T AAAC T T ACGTGCA T AGAAA T CGGC T CAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A T T T AGA T CAC - - GA TGACAAAAGAAAAGCAA T A T T T AA - - C T AA T AA T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGT AAAC T T T TGGT T T T AAC T - - - - - - - - - - - - - C T T CAAAAGT T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - C T TGC T T T C T AACGGT T T A T T A T T A T - - - - - CAAAACCAAAC T T ACGTGT A T AGAAA T CGGCCCAC TGTGAAGT T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAGGT T TGCC T TGGGCCGA T T T C T A T ACACGCAAGTGT A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T AA - - AA T A TGA T TGA
AGGCGC T T AA TGAAGTGGGT T AAGACAACAGGAAA T AAAGA T T - T T A T T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGT T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGAA T T T T
TGGCAGC T - A T AGCA T T T T A T AAAAA T A T A T AGT A T T A TGGT T C TGT T T A T AAAC T T ACGTGCA T AGAAA T CGGCCCACGGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGGAGT T C
- - - - - - - - - - - - - - - TGT TGAA TGT AGT T A - - - - - - - - - - - - - - - - - - - - T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AGC T - - - - - - - - - - T AAC T T T AAAA T T T TGT C T TGGGCCGA T T T C T A TGCACACAAGTGT A T A T - T T AA T T A T - - AA T AGGTGGGT CAAAA TG - T AA TGAA - - T C T AGAGT T AC
GGACA T A - - - - - - - - AA T CAAAAAGAAACGAA T CGAAA - T A T AAA T A T T A T AAAC T AACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A T T T AAACAA T C T AC TGTGGT AACCACCAAA - T AACGCA T T CGGACAGT T - -
- - - - - - - - - - - - - - - T AC T AAAAGA T AA T AA - - - - - - - - - - GT AAGGAAC T AAAC T T ACGTGT A T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCGGA T T T C T A TGCACGCAAGTGT A T A T - T AGA T T A - - - - T T CGA T T AGT TGA T A T A - CAGTG - - - - - - - - - - - - TGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T A T T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AA T T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T T - - - - - - - - - - - - A T CAAAGAGAACAGTGT C - - - - - - - - - - GA TGCCAC T A T
AA T T T TGT A - TGT T T T ACCA T A TGA TGGAAGAAAAACGG - - GAA T T T AAC T AAAC T T ACGT ACA T AGAAA T CGGCCCAC TGT AAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGT T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T T AA T T - - - - - - - - - - -
- - - - - - - - - - - - - AC T AGT T T T AAACGCAA T AACAA T A T - - - - - - - - AA T T AAAC T T ACGTGCA T AGAAA T CGACCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGT T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T A - - - - - - T AACAA T AA
- - - - - - - - - - T ACAGT A T T A T ACAAAGAA T CGGAAA T AA - - - - - T T AAAA T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AACC T CACAA T A TGGCCC T CGGA TGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGAC T AGT ACA T ACG - - - - - - - - - - - - - - - - - - - - -
T A T T A T T T - - - A T A T T A T T AAAACA T T A T ACA T AA T AA - AA T T - TGT ACA T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T AAAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A T - T AAAA T AC - - A T CAAACAAGT CA T AC T A - TGA T AAA T T - - - - - - - - - - -
- - - - - - - - - - - ACAACA T AA TGCACAAGTGGGAAAA TGT - - - - - GAGA T A T AAAC T T ACGTGCA T AGAAA T CGGCCCAC TGTGAAC T T T T AGT T T T AAC T - - - - - - - - - - T AAC T T T AAAA T T T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A - - - - - - - - - - - - AA T AAAA T AAGAA T AAAA - AAA T A T AGTGT T CA T ACAGC
TGGCA T A T - - - T AA T T T CCACGAGA T A T T CCAGGA T A T A - - - - - - - - - - - T AAAC T T ACGTGCA T AGAAA T CGGCCCAA TGTGAAC T T T CGGT T T T AAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - GAAA T AA TGA T AAAAAGT A T AA T AA TGT - - - - - GT T A T A T AAAC T T ACGTGCGT AGAAA T CGGCCCAC TGTGAAC T T T TGGT T T T AAC T - - - - - - - - - - T AAC T T CAAAAGT T TGCC T TGGGCCGA T T T C T A TGCACGCAAGTGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T T - - - - T C T AAAAAAAA
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TE: rnd_5_family_1438.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: 1643bp; fragments: 481; full length: 132 (>=1478.7bp)
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No TE domain detected

After TEtrimmer 1643 bp
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TE: rnd_5_family_1438.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 1943bp; fragments: 482; full length: 0 (>=1748.7bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1438
 size: 1399bp; fragments: 437; full length: 147 (>=1259.1bp)
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No TE domain detected

Before TEtrimmer 1399 bp
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