
Start crop Point End crop Point

MSA length = 10749
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCCA - - - - - GGT AG - A T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - C T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGAC T CC T C TGGA T T CACCAACGT A T A - - - - - - - - - - T T T A T A TGT TGTGTGT CG
AA - - - - - - - - - - - - - - AAACC T CA T AGG - - - - - - - - - CGA T CAA T AC - T T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T T C T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAAC T TG - - - - - CAC T T A T T T C T - - A T T CAC T - - CC T AC T AGACA T T A TGGA
- - - T AACAAAGCGAAGAAAA T T CAA T A T A T A - - - - - - - - - - - GAGACAGT TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - T CC T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAAAGT AGT AGT - - - - - - T C T A TGT AAGT AACGT A T T T CCAGACAACAACGA
T ACCAAGGAAA T T T T TGT A T T T CGT T T CA T C - - - T T A - - - - - AGCAC - AC TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - - - - - T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAACACA - - - - - - - - - - - - - - - - - - - GT T A - - - - T A T A T CGT T T AAAAAAA T
AGT A T T T T T A T T T ACGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT T - - - - - A T T T ACAC TGT - - A - - - - - - - - A T AAGT C T C T ACAAACA T
CA T TGGGAAA T TGGCCGAA T T T T A T AC T - - - - GGT T - T A T T T AGAAA - A T TGT AACGTGCCAAAGT T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - C T T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAAAA T T A T T A - CGT T AAAC TGT - - AA T TGA - - - - - - - - - - - - T A T TGT TGT
GGA T AGCGAACA T AGCCGAAA TGGT T ACGCA - - - - - - T AAGT AA TGT - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T T TGCA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T T T A T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGT CAAA T T
GT T A T CC T TGT T T AGT CAAACC T CC T ACAAAA - - - - - - - - - - GA T AG - C T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - T C T T T T T T A T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAGAC T T A TGT AA T TGAAA T T C T A T A - - - - - - - - - T AC T T T A T T T T AAACGT
- - - - - - TGA T T T T AGT AGAGAC T A TGT T T AAAGT T T - T AA T T AGT AC - AC TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - T C T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAAA T T T T A TGGCGTGGGGCAA T A - AA T T AA T T T T T AGGGCCAAA T AA T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T T T T A T T T AAAAAGAGCCGAGC T AAGGCCAAAACGCGTGACACCGT A T CAA T TGT T T T C T T A TG - - A T T T A T T C T T CAGA T AC T C T AC T AAC
CC T T A T AAAA T A T TGT AAA T T T T - - - - - - - - - GGT T - T T A T C T A T A T - CA TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - T T C T T T T T T T T T A T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAA T - - - - - - - - CAA T AAGT T - - - - AACC T A T A T CA TGGAAA T CCCGCA T A T
- - - - - T TGC T T T CAA T A - - - - - - - - - - - - - - AGT T T T TGA T CCC T A T AA T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - T C T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAACACA T A T A - - - - - - - - - - - - A - AA T T AA T T T T T T CA TGT AAA TGA T CGT
TGGCGCCGT T T T T A T T CGA T CA T ACGA T A T T - - - - - - - - A T T T A T AC - GT TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T C T T T A T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAGAGTGT T T T ACA TGGC T T CC T A TGT T T AC T T T T T TGAAGGTGGT CAAACC
CAA T AGT CAGT C T CGT T CGT CA T T T ACAGT CAC T T T A - - - - - CACAC - C T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T C T T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACA T AC T CA TGT T T A T T A T AC T AAA - - - - - - - - - - T AAGACAAA T C TGAAAA T
- - - - GGAGAA T T T CACAAA T C T AAGA T - - - - - GT T T - T AA T T AAA T T - A T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - T C T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACA T T A T AA TGAACGA T AGCC T C T - - AA T T AA T - - TGT AGACGT T AGT AA TGT
- - - CA T CAAA T T T AGT AAAAC T T T T AACAAG - - - - - - - AGT TGAA T T - C T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T C T T T T T A T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACA T T C T CA - - - - AAA T A TGC T A T A - AA T T A - - - - T T T AAAAAAA TGT AA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGT - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAA T A T C T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T T T T T T T AA T T T AAAAGAGAGGAGC T AAGGCCAAAACGCGTGACAGT A T A T A T A T T A T T AA T C TGT A - - - - - - - - - - - - - - - - - - - AAA T AA T A T
AC T C T A T CCC TGT CCC TGC T T TGGT T T TGGAAGT ACA - - - - - GGT A T - C T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - T C T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCCAAACGCGT AACAGT C T T T T A T ACGT T T C T T T C T - - - - - - - - - - - T T T T T A T T AC T CAA T AC T
C T T T T CAGGA T C T CAGTGA T T C T C TGAGGGT - GC T T A T AC T T AGT T TGC T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T C T T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAC T C T T C T T CA T A T T ACA T CA TG - - - - - - - - - - - - - - - - - - T T T T TGGT A T
GA T CCGC T CCCGC T CCCAAAACGAAAA T A T A - - - - - AAAACCAACAA - TGTGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - - - - T T T T T T T AA T T T AAAAAAGCCGAGC T AAGGCCAAAACGCGTGACAA - - - - - - - - - - - - - - - - - - - - - GA - - - - - - - - - - - - - - - - - - - - - AGGCC
T TGTGT T CCACCAAGAGGAC T T T C T A T T A T C - - - - - - - - - - - - - - - - - T T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - A - - - T T T T T T T T T A T T T AAAAGAGCCAA T C T AAGGCCAAAACGCGTGACACC T T C T T TGT CAGT T T T CAC T A - - A T CA T C T TGTGGGT T CCAGCAGA TGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAGACGCGTGACAC T T C T T T A T A T A T T ACCCGA T A - - - - - - - - - - ACCACCAGAAA TGAAA T T
AA T C T T AACGT T T TGGAAAGT T T A T C T C T T T - - - T CAAAAA T AA T T CA T T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - T C T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAAC T T T T T T AA - - - - - - - - - - - - - AACGAA - - - - - - - - - - - - - - - - - - - - -
C T CGTGT AAA TGTGCA T A T T T T CA T AC T AAAG - - - - - T T A T T T A T A T AA T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - T C T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAA T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T C - - - - - GA T AC - GT TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T C T T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACACAGT C T T C T T CC T CGT CC T A T C - - - - - - - - - - C T TGGC T CCAACAGAA T A
TGT C T ACAGAGT T CAACAGA T T CGGA TGT T CAGT T T A T AA T CAA T T C - CGTGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T CC T T T C T T T AA T AA - - - - - - - - - - T T C T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGC T TGACAA - - - - - - - - - AA T T AGA T AA T A - - - - - - - - T TGT T AGAGC T TGT CGT T T T
CA T T AA TGCAA T AAGT AAA T A T T AAAA T AGT - GT T T - T A T T T T A T T C - A T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T C T T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACACCGCAA T CGG - - - - - - - - - - - - - AGC T A - - - - T ACACA TGCAA T CAA T A T
CACC TGT A T A T T A T T T CA T T T T T AGT T T A T A - - - - - A - AA T T - - - T A - C T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - - - - T T T T T T T AA T T T AAAAAAGCCGAGC T AAGGCCAAAACGCGTGAC - - - - - - - - - - - - - - - - - - - - - - - AA - - - - - - - - - - - CAA T T T TGTGAAA T T
AA T - - CCCAA T T AAGT AAAACA T A T T A T AGT - - - - - - TGC T TGA T T C - AC TGT AACGTGCCAAAA T T T CAC T A T AC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T T T T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAC T ACGA T TGAGA T AAAGT TGAA - - A T T AA T T T T T T CAGT T T T A TGAAA T T
T C T AAACACGT A T A T T T T A T T T CGT TGT - - - - - - - - - C T A T T AAAA T - GT TGT AACGTGCGAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T T T C T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAA TGTGACCA T CACGA T T T TGT A T AA T TGAGT T C T CAAA T T CCAAGAGGGT
TGGCCA T A TGT T A TGC TGGT T A T A T AGTGGA - - - T T A - - - - - AGT T T A TGTGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - T A T T T T T T T T T T A T T T AAAAGAGCCAA T C T AAGGCCAAAACGCGTGACAA - - - - - - - - - - - - - - - - - - - - - - - A T T AC - - - T T T T AA T AAAACAAAGAA
T A T TGGT C T AA T T T A T CAGT T C TGCA T CA T A - GT ACA T AA TGAAAA T AC T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - C T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACA T AC T AA T T ACCC T TGAGT T C T T T AA T T AA - - - - - - - - - - A T AACAAGT T T
GAC - - - - - - - - - - - - - - AAGC T T A T AGCCCCA - - - - - - - - - - AA T AC T C T TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - T T T T T T T T T T T T AA T T T AAAAGAGCCGCGC T AAGGCCAAAACGCGTGACAGT C T T T T T T A T A T T A T T T T A T A - - - - - - - - - - T T T AAA T CAC T T AAGT AG
A T TGCA T CCA T T C T T T T AGTGT CGT AACCA TG - - - - - T AAA T AA T T T - GC TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - T C T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCC - AAACGCGTGACAAGGCAGT T C T - - - - - - - - - - - - - - - - - - - - - - T C T AAAA T A T ACAGGAAA
GA T T C T A T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAA T C T T - - - - - GCGT AAAC T C T A - A - - - - - - - - T AAAA T AAC T A T T AACA T
AAAAAA T TGGCA T T T T AAA T T T T A T A T T - - - - GT T T - T AA T T AACAC - TGTGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - C T T T T T T T T T T AA T T T AAAAGAGCCGAGC T AAGGCCAAAACGCGTGACAAC TGT A - - - - T C T T AGT T T C TGTGA T CAA T - - C T T A TGA T TGACA T A TGC
CA T T T T AAA TGT TGT CCAACA T TGTGCAA T A - - - - - A - - - - - GAGACAAC TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - T C T T T T T T T T T AA T T T AAAAGAGCCAAGC T AAGGCCAAAACGCGTGACACGACGT TGAACGT TGAAC T A - - - - - - - - - - - - CCCAGAGACAAGGAACCA
CAA T CA T - - - - - - - - - - - - - - - - - - - T T A T A - - - - - A - - A T T AGT A T - GT TGT AACGTGCCAAAA T T T CAC T AAAC T A T T T T A T T T C T T T T C T T T AA T AA - - - - - - - - - - - - - - - T T T T T T T AA T T T AAAAAAGCCGAGC T AAGGCCAAAACGCGTGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_939.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: 10749bp; fragments: 946; full length: 34 (>=9674.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 10749 bp
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TE: ltr_1_family_939.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 11050bp; fragments: 946; full length: 32 (>=9945bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_939

 size: 7826bp; fragments: 7999; full length: 1 (>=7043.4bp)
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No TE domain detected

Before TEtrimmer 7826 bp
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TE consensus after TEtrimmer (bp)
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