
Start crop Point End crop Point

MSA length = 7555
AA T T A T T - - C T T AAAA T T - - T T A T CC T T A T AA T - - AAGAAGA T TGC TGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT TGTGCAAAA TGT CA T AAAAAA T T A T C T A TG - - - - - - - - - - - - CA T T AAAG
CGTGA T T - - CCGA TGA T T A - - - - - A TGAACGT AA T - - - - - - - - - - - CA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T AAACA - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T CACA T
T CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGT CAA - - - - - - - - - - - - - - - C T A T A T T T CAA TGCAA TG - - - - - - - - -
AGC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT C T TGGAAAA T ACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGAAAC - - - - - - - - - - - - - - - - - - - - T A T AAAA T T T AACAC T - - - -
AGC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT C T TGGAAAA T ACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGAAAC - - - - - - - - - - - - - - - - - - - - T A T AAAA T T T AACAC T - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T AGGGGGGAGGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAG - CA T T A T T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAACGAA - - - - - - - - - - - - - - - - - - - - - - - A T AGT A T AGAGT A T T T TGA
A T CCCGG - - AA T CAAA T T A T T T T T A T A T ACA T T - - - - - - - T T A T T CCA T C TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T CACA T T T - - T A T - - A T A T C T AGT T A T T T CA T T T A TGT T - T T A TGT AA
GT - - - - - - - - - - - - - - - - - - - T A T TGAAA T C T T A T AAAAGT T T C TGCA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T AAAA T T T - - - - - A T AA TGT CACAC T T AA TGACAA T A - - - - - - GT A
- - T CA T T - - T T A T AAC T TGT C - - - CCA T A T AC - - - - - - - - CAGAAACACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGTGT C TG - - TGT - CA T AA T T C T T T - - - - - - - - - - - - - - - - - C T CC T T
A T C T A T T A T C T C T AAA T TGT T T A T ACACGT A T T A T ACAA T T T C T CACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGT T A T T T - - - - - A T T A T T T T T T ACGCA T A T T T T T CA - - A T T AC T A
T T T AAA T - - - - - T AAA T T A - - - - - - - - - - - - - - - - T CAGT T T A T T ACA T T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T A T A T A - - - - - AAA T AA T AAAC T CAACA T CGGA TGT T AAGT T AAAA
T T T TGA T - - T T A TGT A T CA T C - - - C T T T T T T - - - - - - - - - - - - - - - CACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGAAA T AA T C T A T - AACAC T T C TGT AAA - - - - - - - - - - - - - - AAAGT T
T T T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AGT T AAAAAA - - - - - - AA T T T C T TGA T AA T - - - - - - - - - - - - AACA T AGG
T CCGAA T - - T TGCAAA T T A - - - - - T AAAA T AA T - - GT T CA T TGT T T TGT A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT TGT AAAAGA T - - - A T - - - - - - - - - - - - - - - AA TGT CA TGTGAGT A T C T CC
ACA T CAAAA - - - - - - - - - - - - T AAA T ACACC T T - - GAGA TGGT T AACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGT TGT T C - - - - - GT A T TGTGA T T T AGA T AAAAAA T T - - - - - - - - -
AAACA T CAAAA T T A T C T TGA T T T T C TGT A T T T T A T AGCAGA T T T T ACA TGTGT T A T ACAACGT T T T T CCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGT A T AAC T A - - - - - A T AA T T A T A T T T T TGTGC T T A T T A - - - - - - - - -
GT T T T T T - - GT T T T T A T T A - - - - - - - - - - - - - - - - T AAC T T T T T ACAA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGCAAA T A - - - - - GGA T A TGAC T A T A T T - - - - - - - - - - - - T T T AA T T T
GGCAGTG - - T T T T T CA T TG - - - - - - - - - - - - - - - - AAAGT T T A T AA TGT T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T AAGAC - - - - - - - TGA T T A T T ACGA T - - - - - - - - - - - - T A T T ACGA
GT T T A T T AA T ACAA T A TGAA T TGTGGT T T T A T T A T - - AA T T C T T TGCACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACAGGCAC T - - - - - - - - - - - - - - - - - - - - T A T T A T T T A T A - A T T T A T C T
AA T C T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T CCCA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGCAACAA - - AGT - - ACAAACCAGT CAGT AGAAAACAGA - CACAAGT A
AAC TGGG - - A T T C - AAA T A T T T A T T T T C T T T TG - - C TGC T AGGTGGCAC T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAC T AAAA T AA T TGT - AAAGC T T A T C T A T A - - - - - - - - - - - - - - CCAGT A
T CCCCCA - - - - - - - - - - - - T A T AGCGC T A T AA T A T A T ACCCC T T CACGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGCA T A - - T T - - - - - AAAAA T CCA T T T T T A T TGGCCA T A - - - - - - - - -
ACCAGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGCGGT CCACACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGCAACAA - - - - - - - C T T A T CGT ACGA T - - - - - - - - - - - - T CGT CGGT
T T T T - - - - - - - - - - T A T TGT C - - - T TGT T T T - - - - - - - - - - AAAGCCAGGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA - - - - - - - - - - CA - - - ACGA T T A TGT AAGC T T TGT A TGT T - - T A T AGT T
AACAGT A - - GT T CACGT T A - - - AA T TGT T T T T T AC TGAGCGAAACACGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGT CAC T T T T T A T - - AGAC T T C T T T T T T - - - - - - - - - - - - T AA T T AC T
T T T T T A T - - T T T C T T T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T T CC T TGT - - - - T T AA T AGT T A T T T TGT - - - - - - - - - - - - - - - - - - - -
T T AAGT T - - C T T CCAAC TG - - - - - - - - - - - - - - - - AAA T AAAA T CGT AC T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T AC T AGACGA - - - - - - - - - - - - - - - - - - - - GACA T AACA T A - T T C TGGGA
T T AAAAC - - T T T CCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T ACGT AA - - - - - - - AGT A T T T A T T T ACA T A T A T C T AA TG - T AA T CACG
A T TGT T T T T CC T TGAC T TG - - - - - T T A T T T A T AA T AC T AGT CGT CCCA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CC TGT T - - A T T T AA - - - - T T T - - T T AGT T T T T - - GGT AC T A T ACACA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T T T T T T T AA T AAC TGT T TGT T CAA T T A T T AAAAGT TGAGT CA T - - - - - - - - - T A T - AAAAA T T A TGT AAC T T T TGA T T A T T - - - A T T T C T
TGT AA T T - - T T T T TGT T TGT C T T T T AGC T T C T T - - A T T AGAA T AAACACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACACAA T A T - - - - - - - AAA T ACA T T CA T C T AGT CAA T T CG - C T A T TGCG
T T T TGA T - - T T T TGT A T T - - - - - - AC T T T C T C T A T A T CC T TGT T T AGA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T AAAA T - - TGT AAGT A T T T T T T AA TGT A TGT T T T A TG - - - - T AA TG
AGC T A TGCA T C T AA T A T TG - - - A T C TGAGCA TG - - C T T A TGA T T AACGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AGGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGCA T AA T CA T C T AAAGAA T T ACA T T T T T AAAA TGT A T CAA T T T A T T C
AAACAGT - - GT T CAGACGA - - - - - - - - - - - - - - - - CC T T T A T T T AACA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGAC T T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T A T AA T - - - - - - - AAAAA T T T A T T TGTGAGAAA TGT AAGT C T CAGA
TGTGAA T - - T T T T - - - - - - T T T A - T TGT T T T T T - - A T T CAGAAA T CAAC T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA TGA T T AAAAGT TGAGT AAC - - - - - - - - - T A - - - - - - - - - - - - - - - - - - GT A T T T A T T - - C T T AGCA
AA T T A T T AA T CC T ACA T T A - - - - - - - - - - - - - - - - AAACCAAGT T T AA TGTGT T A T ACAACA T T T T CCCA T AAGAAC T A T A T AAAAAAACA T T A T T C T CA - - - - - - - - - - AGGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGT AAACA T T - - - AAAAAA T ACGT T A TGTGCAGT T T ACGA T T CAAGTG
T T AAAAAAAA T A TGAA T T A - - - - - CCACCGT T T - - - - - - - T CACGCCACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T T T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGGAAAA T - - - - - - - T T AC T CAA T T T TGT C TGCAA TGT A - A T T T T AGA
- - C TGT A - - AC TGAAA T T - T T TGC T T A T T T T T - - - - - - - - - - - - T ACC T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CC T - - - - - - - - - - A T - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T
T T C TGT C - - T T T T C T AA T A T T AA T CC T T T T T AA - - T ACA T T T CGT ACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T T T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGA T T C T T - - - - - GGAA T T CCA T TGC - - - - - - - - - - - - CCC TGT T T
T T C TGT C - - T T T T C T AA T A T T AA T CC T T T T T AA - - T ACA T T T CGT ACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T T T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGA T T C T T - - - - - GGAA T T CCA T TGC - - - - - - - - - - - - CCC TGT T T
A T T T A T T AAA T T T A T A T AA T T T A T T A T T A T T T T - - - - - - - TGAACGCACC TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACC T AAAAA - - GA T AAC T A T T T T T CCAA T T CCGAAGTGTG - CGA T T T C T
AA T TGGT - - A T TGCGA TGA - - - - - - - - - - - - - - - - - - CACAAAAGGAGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AGTGT T A T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAAC T
ACA TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T CA T T T T ACACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGTGAC TGA T T ACACCGAC TGCCA T CGACA T CGAC TGCCCGAC TGCCA





0 1000 2000 3000 4000 5000 6000 7000

0
5

10
15

20
25

TE: ltr_1_family_969.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: 7555bp; fragments: 628; full length: 77 (>=6799.5bp)
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No TE domain detected

After TEtrimmer 7555 bp



0 2000 4000 6000

0
5

10
15

20
25

TE: ltr_1_family_969.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7855bp; fragments: 628; full length: 76 (>=7069.5bp)

TE consensus (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_969

 size: 6195bp; fragments: 399; full length: 1 (>=5575.5bp)
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No TE domain detected

Before TEtrimmer 6195 bp
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