
Start crop Point End crop Point

MSA length = 8132
GTGGT - - T T T A T T T T AA T T T T AA T T AGGAAA T ACA T AAGAGT - - - - - GC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T AACC T AGGCGT T TGT T AGCA T CA T CAGCAGA TGA T T A T AAACAGT T T A -
A T T T T - - TGT T T ACC T T A T T T AA T AAAA - - - T C T A - - - AAA T - - - - - GCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC TGGCGAACC - - TGA T A T TGCA TGGT T CAA T TGGGGT AA T T T CAAGA TGCA T T T -
CCGGC - - GGT CAAA T AAA T C TGA TGAAAAAA T A T A T A T CAA T - GA T AGT AAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGT A T AC T T AAAA T A T TGT AGA T ACA T ACAAGAAAAAA T C T AGAAA T T ACCA -
C TGC T A - T T T T T AGA T CA T T TGAAGAC T CA T T A T A - A T AAA T - - - - - GCAAA T T A T A T CCA TGT AGC TGGGT ACGT CACC TGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCA T T AAAA T A T T T T AACCAGAGT AGT T CAC T CGT AA T T CCA T T T T C T CGGT
GGGGG - - TGT CAGAAA T T T T T T AAC T AGAA - - - - - - A T AAA T - - T T AGCGAA T T A T A T CCACGT AGC TGGGT ACA T CACCGGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGCGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T C T AAAC T AA T CA -
AC T T T - - TGC T C T - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - T CGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCAGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T - - - - - - - C T A T - - - - - - - - - - - - - - - - - - - - - T AAAGGT T T T AA T CA T - - - - -
T CA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T - GT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC TGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CA TGT - - T C T T T T AGT T T C T CAGAGAAA - - - CCAC - - - A - ACACA T CGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T A T T T AA T T T T T - - - - - - - - - - - - - AGAAAAA T AC T T C T AAA - - - - - - - -
ACGACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T T AGCGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGTGT AG - - - - - - - - - AA TGT CA T CAAAGAGACGGAAAA T CCAGACAA T C T A -
A TGCC - - TGTGT T CAACA T T T C T TGT AA TG - - - - - - - - - - - - CGT CAGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCGT A T - - - T AAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
T T T C T ACAACA T CCA T C T A T T AAAAAAAAA - - - - - - - - - - - - - - - - - GC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AAC - - - T A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
AGGT CAGCC T CCCAC T CA T T C T AAA T T CAA - - - - - CAAAGA T AGT TGGCAAA T T A T A T CCACGT AGC TGGGT ACA T CACCGGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC TGGCA T T C - - - - - - - - - C TGAGT TGA T CGCGT T AAGTGC TGC T TGAC T A T CGGC
GC T CAAC T T TGCCAGC T T T T CAAA T TGAAAA T A T A - - - - - - - - - T T AAC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AAC T AAC T T A - A T A T TGGCCCGC T T CGGGAC T AGAAC T T AC T AGA TGTGT TGC
GCGCG - - T T T CGC T AACCA T - - - - - - - - - - - T CCGT A T AAA T AGT T AGCGAA T T A T A T CCACGT AGC TGGGT ACGCCACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCG - - - T T A T A T T T T T T T T T CAGT TGAAAAC T AAAAAAAC T AAACCC - - - - -
T T A TG - - T A T ACAGAGTGT C T T AAAAA T AA - T A TGT T T AAGT AGT T AGCGAA T T A T A T CCACGT AGCCGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCGGACCCA T AAAA T T T T T T CA T CGA T AA T T TGAGTGT T T T C T A T T A - - - - -
A T T T T AGTGTGC T A T A T T T T TGGAAAGGAAA T A T A T A T AAA T AGT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TG - T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGT T T - - A - - - T T T CC T TGTGT T CA T AAA - T AA T AGCCAAACCGT T AGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC - - - - T T A - - - - - - - - - - - - - - - - - - - - - - - AAAGGC TGAAAAC T A - - - - -
ACA T T - - T T T T T T T CGCAAAAAAAAAA T A T A T AA T T A T TGAC - GT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AAA T T A - - - - - - T A T A T A TGCCAGT T AGT AAAGT T A T T T CAC T T AAAA -
- - - - - - - T CCCCAACA TGGCAC T T AAGAAA - - - - - - - - - - - - AGA TGGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AAC T T - CAAAA T AGC T AGT AA T AACAGAACAAAAAC TGAAA TGGGC T A -
T C T T T - - TGCGC T CAACGT T TGTGCAAG - - - - - - - - - - - - - - - - - - - GC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC TGGC T AAC - - - CAC T T T AAAA T A T ACCA T T T AAAAC T AGGT CCACAGA T T T T A T
CCA T T - - T C T C TGT T T T AA T T CGAGA T AAAAGA T A - - - - - - - - - - - - GC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T AAC T T A - - - - - - - - - - - - - - - - A T CAA T ACAGGGTGC T ACAAA T T CGA -
A T A TG - - TGT T T ACA T C T CC TGCAGAA TG - - - - - - T A T AAGT AGT T AGT AAA T T A T A T CCA TGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGT A T T C TGA T A T A T TGCCCAC TGC T A T CAAC T CA T ACA TGT AGGCC T - - - - -
TGC T T AGGT T T CAC T C T T T T TGGT TGGA TG - - - - - - - - - - - - GGT T AGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCGTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T T CAGGT T T T T A T T T CAC T AA TGAAAGG - - - - - T T AAAG - - - - - - CC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CC T A T AC T T A T ACA T T T C T A T C TGT CCGGAAACGAA T TGT T TGAA T T T CC T A -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGC T AA T T A T A T CCACGT AGCCGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAACA - - - - - - - - - GT A T CC T T A T A T T TGCGGAAGAA T AAAGGT T CC T T A T TG - - - - -
C T T AC - - T CGA T ACCCAA T T T ACCAAA T - - - T CCA - - - A - AAAGT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC TGT - - - - T T T T T T - - - - - A T T TGGAAA T AA T AAAAA T C T AAA TGGACCA -
A T T T C TGT T C TGGC T CCAA T T CAA T CAGAAA TGT A - - - - - - - - C T T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T AA T - - - - - - - - - AGAC T AAGGAAGGAGCA T AA TGC T A T CCA TGT A T T CG
T T CCAAG - - - - - - - - - - - - - - - - - - - - - - - A T A T C - - - - - - - - T T T AAC T AA T T A T A T CCA TGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CAC T AAC - - - TGCGTGT A T T CCCGGCAA T T T T AAA T AA T T T CA T A T CGT CA T T
A T T C T - - TGC T CAGAGT AA T AA T T TGAAAA - - - - - - - - - - - - AGT T AGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAACAAGTGAAA T T A TGTGT AAGTGT T T T T A T T T TGCAGAAAC T T T CC T A T TGT TGC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T A T T T T A TGAGT T AGGGCA T A T CA T CAA T AAGGGGT CCAAAGCC T AC T A -
T AAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T A T C - - - - ACA T T T T T T T T TGGCA T A TGCAGAA TGT ACAAAGC T T T T TGT
GGT T T CGT AC T T T CGA T T C T T AAAAGCGC - - - - - - - - - - - - - - - - - - GCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGCGT T T - - - TGAGC T T A T C TGT A T CCGAGGCAAAGGA T T T T T T T T T CA T AA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AAC T CA T A T CC T T A T A T T TGCGGAAGAA T AAAGGT T CC T T A T T C - - - - -
T T C T T - - GACCC T CCA T T ACAAACGAAAA - A T ACA - - - - - - - T - - - AGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TG - T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T CCAGT T C T CACAAC T A T CCAC T T AGAAAAA TG - A T AAA T AGCCAGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGCGAAG - - - - - - - - - GAGCCC T A T A TGCGGT AAACGAC T T T T T T C T TGA TG -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T A T T T T A TGAGT T AGGGCA T A T CA T CAA T AAGTGGT CCAAAGCC T AC T A -
A T T A T - - ACGT T A T T AA T A T - - - - - - - - - - - CA T A - - - GAG - - - - CAGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AG - - - - - T CACGAA T T - - - - - - - - - - - - - GCGT T CAGGT T T C TGTGAC - - - - -
AC T T T AGCGT AGAAAA T A T C T TGAAGCAAC T CA T A - - - - - - - - - - - - GC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC TGGC T AAC - - - - - - - - - AGAACACG - - - - - AAGAAGTGA T T T T T AAGT T CC TGT
GT T T A - - T T T T T CCGA T T T T C T CGAAAAGG - - - - - - - - - - - - - - - - - AC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T T AC T AACC T A T AC T T T T A T T T T CGT CAGCAGCCAA T T TGT T T A T AACGT T T T -
T T T T C - - T T T CA T A T A T T T A T ACAAAA T AAA T A T A - - - - - - - - GT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AAA - - - T AGC T T - - - - - - - - - - AGAGGGGGGAGGT CCCACAA T T AGTGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC TGT - - - - T T T T T T - - - - - A T T TGGAAA T AA T AAAAA T C T AAA TGGACCA -
GCCC T AA TGT T T T AA T T T T T T AACAAAAAA - - - - - - - - - - - - - - - - - ACGAA T T A T A T CCACGT AGC TGTGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T A TGT AAC - - - - - - - - - AGT A T A TGT CACCAACGT A TGCCACA T A T C T AC T AA T
ACAC T - - AA T T AAAAAC T AC TGTGGT AAAAA TGT A T A T AA - - AGT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACACCCC T T TGACGT CAC TGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T A T T T - - TGAGT TGGGGCAGA T CA T CAC T AAGAGGT CCACAGCC T AC T A -
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TE: ltr_1_family_934.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: 8132bp; fragments: 744; full length: 45 (>=7318.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 8132 bp



0 2000 4000 6000 8000

0
5

10
15

20
25

TE: ltr_1_family_934.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 8432bp; fragments: 754; full length: 35 (>=7588.8bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_934
 size: 7767bp; fragments: 472; full length: 5 (>=6990.3bp)
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No TE domain detected

Before TEtrimmer 7767 bp
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