
Start crop Point End crop Point

MSA length = 4439
- - - - - - - - - - - - - - - - - - - - - - AGAAGC T TGT AAG - - - - - - - - - - - A T T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAGT A T AAA T TGC T A T T T T T T T A T TGA T A T T ACACACGAA T TGT T T ACCAAC
- - - - - - - - - - - - - - - - - - - - - - AGAAGC T TGT AAG - - - - - - - - - - - A T T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAGT A T AAA T TGC T A T T T T T T T A T TGA T A T T ACACACGAA T TGT T T ACCAAC
A TGT ACACC TGA T T T CCGA - - - - GAAA T C T CACA - - - - - - - A T - - A T ACC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACA T - - T AAGACA - - T T T T AA T - - - AA T AA T T A T C - CAGA - - - GACAGT CAAA
A TGT ACACC TGA T T T CCGA - - - - GAAA T C T CACA - - - - - - - A T - - A T ACC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACA T - - T AAGACA - - T T T T AA T - - - AA T AA T T A T C - CAGA - - - GACAGT CAAA
- - - - - - - - - - - - - - - - - - - - - - AAAAA T T T TGAGC - - - - - - A T - - - T A T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAGACCAGAGT AAAC T A TGGT - A T AGAA T T T A T ACA TGG - - - AA T T C T AAAA
- - - - - - - - - - - - - - - - - - - - - - AAAAA T T T TGAGC - - - - - - A T - - - T A T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAGACCAGAGT AAAC T A TGGT - A T AGAA T T T A T ACA TGG - - - AA T T C T AAAA
T TGC T T AAGTGA T C T T T AGGT CGGACAA T A T A T A TGCA TGTGT - - - T T CC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA T - - - CAACGGA T T T CC T T TGCAGT CAC T ACC T A TGAC T T T T CAGT CAGA
T TGC T T AAGTGA T C T T T AGGT CGGACAA T A T A T A TGCA TGTGT - - - T T CC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA T - - - CAACGGA T T T CC T T TGCAGT CAC T ACC T A TGAC T T T T CAGT CAGA
AAA T T AAC T T T T T A TGTGAC - - TGAAA T A T T A - - - - - - - - - - - - - - - AA T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T
AAA T T AAC T T T T T A TGTGAC - - TGAAA T A T T A - - - - - - - - - - - - - - - AA T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T
AAA T T T A T T T TGT CACCGCGCCGGAAGT T T T CAA T ACA T A - A T T T - AGA T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T AC T ACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAC T AAAA
AAA T T T A T T T TGT CACCGCGCCGGAAGT T T T CAA T ACA T A - A T T T - AGA T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T AC T ACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAC T AAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AA T A T T A T C TGA T A - T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACA T - T T AAGC T T - - T T T T T C T - - - T A T AA T T A T A - A TGAA T TGT T AGAGAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AA T A T T A T C TGA T A - T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACA T - T T AAGC T T - - T T T T T C T - - - T A T AA T T A T A - A TGAA T TGT T AGAGAAA
AA T T - - - - - - - - T T CC TGAG - - TGGAA T ACGA - - - - - - - - - - - - - - T A T C TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA - - T A TGT CA - T T T T T T T T - - - TGT AA T CA T C T A TGA - - - GC T CC T AA T A
AA T T - - - - - - - - T T CC TGAG - - TGGAA T ACGA - - - - - - - - - - - - - - T A T C TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA - - T A TGT CA - T T T T T T T T - - - TGT AA T CA T C T A TGA - - - GC T CC T AA T A
AAGT T T A - A TGGT C T CGAA T - - ACA T T T T T CAAA - - - - - - - A - - - - T C T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAG - - - - - - - - - - - T C T T C T T - - - TGCA T A T ACA - - - - - - - - GTGCC T T AGA
AAGT T T A - A TGGT C T CGAA T - - ACA T T T T T CAAA - - - - - - - A - - - - T C T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAG - - - - - - - - - - - T C T T C T T - - - TGCA T A T ACA - - - - - - - - GTGCC T T AGA
AGTGT T CACGGA T A T CCAGT - - T T AAAC T T T AAA T ACA T A T A T - - T AAA T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA - - - - AAA T A - A T T T T A T C T - GAA TGA T T AA T TGTGA - - T T T T CGGGAGA
AGTGT T CACGGA T A T CCAGT - - T T AAAC T T T AAA T ACA T A T A T - - T AAA T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA - - - - AAA T A - A T T T T A T C T - GAA TGA T T AA T TGTGA - - T T T T CGGGAGA
GA T T T T A T C T AGT C TGAGC T T - GGA T A TGT T AAA - ACA T A - A T - - - GACC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T AC T ACAGAA TGAGAAAAGC TGC T T T CA T CACA T A TGC T T - - - - - - T AA TGAAAAGA
GA T T T T A T C T AGT C TGAGC T T - GGA T A TGT T AAA - ACA T A - A T - - - GACC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T AC T ACAGAA TGAGAAAAGC TGC T T T CA T CACA T A TGC T T - - - - - - T AA TGAAAAGA
GT T T T TGC T T A T T T CGT AA T T - TGAAAA TGT AC T A - - - - - - A T - - - A T A T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T AA T AAACC T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAGT - - - - - - - - - - - - - - - - - - - - CAGAGA T A T T CA - - - - - - A T T T CGGAAA
CGGACCA T T CGC T CACGAAGT CAAAA TGC T T A T A T - - - - - - - - - - - T T AC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA T ACAAACGAA T A T C T A T T - - - - - - - - - - - - - - - - - - - T TGT T T AACGGC
CGGACCA T T CGC T CACGAAGT CAAAA TGC T T A T A T - - - - - - - - - - - T T AC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA T ACAAACGAA T A T C T A T T - - - - - - - - - - - - - - - - - - - T TGT T T AACGGC
AC T T C T A T CACAA T T ACAA T T TGGAAACAA T AAA T ACA T A TGT T T AA T A T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAGT - - - - - - - - - - - - - - - - - - - - CA T C T C TGT CCA TGA - - - - - - - - - - - GA
AC T T C T A T CACAA T T ACAA T T TGGAAACAA T AAA T ACA T A TGT T T AA T A T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAGT - - - - - - - - - - - - - - - - - - - - CA T C T C TGT CCA TGA - - - - - - - - - - - GA
A T T T T T A T T T A T T C T A T AGT T - AAAAAC T A T AAA T A T A T A T A T T T A T AAA TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T AC T ACAC - A T A T AA T AAGGTGT A T T - - - T AAAAA T ACA T A T T AA - T T ACAGT T AGA
A T T T T T A T T T A T T C T A T AGT T - AAAAAC T A T AAA T A T A T A T A T T T A T AAA TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T AC T ACAC - A T A T AA T AAGGTGT A T T - - - T AAAAA T ACA T A T T AA - T T ACAGT T AGA
ACCC TGGT T A T T T T T T T AC T T - T AACAC T C TGAA - - - - T A T A T - - - AC T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA - - - - - - - - - AC T T T TGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
ACCC TGGT T A T T T T T T T AC T T - T AACAC T C TGAA - - - - T A T A T - - - AC T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA - - - - - - - - - AC T T T TGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - AAAAGA T ACAA - - - - - - - - - - - - - T T AC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA T A T AACAGACAC T ACAA T - A T CAAA T T T ACC T A TGGA T TGT T AAAAAAA
- - - - - - - - - - - - - - - - - - - - - - AAAAGA T ACAA - - - - - - - - - - - - - T T AC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA T A T AACAGACAC T ACAA T - A T CAAA T T T ACC T A TGGA T TGT T AAAAAAA
GGA T T AGT T CC T T T T T CAAGT - AAAAA T T C T AAC T T CA TGTGCC T AA T CC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA T A T A T T T T AAA T TGA T T T - - - T ACA TGT A T T T - - - - - - - - - - - - - - - - -
GGA T T AGT T CC T T T T T CAAGT - AAAAA T T C T AAC T T CA TGTGCC T AA T CC TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAA T A T A T T T T AAA T TGA T T T - - - T ACA TGT A T T T - - - - - - - - - - - - - - - - -
- - - - - T A T CCAC T T CGCGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGT T AA TGT AA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - T A T CCAC T T CGCGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGT T AA TGT AA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACC T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T A T T ACAGTGT T CGAAC - GT T T CAGT C - TGA T A T CCA T T T CAA T - - - GTGCGACAGA
CGACA T A T T CCCC T TGGAA T T - T AA T AAA T T AA T T - - - - - - - - - - - T T T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T AC T ACAGT A T AAAAAAACA T T T A T T - - T AA T AAACGCC T - - - - - T CGGCAACCAAA
CGACA T A T T CCCC T TGGAA T T - T AA T AAA T T AA T T - - - - - - - - - - - T T T T TGT AA T A T T A T C TGA T A T T A T T AGAAAGTGCCCC T CCC T AA T AGC T AGAA - - - - - - - - - - T AAA T AA T AAACA T A T A TGA T T AAACAA T AGT AGT T T AAGT CA T AC T ACAGT A T AAAAAAACA T T T A T T - - T AA T AAACGCC T - - - - - T CGGCAACCAAA
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TE: ltr_1_family_38.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: 4439bp; fragments: 107; full length: 23 (>=3995.1bp)
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After TEtrimmer 4439 bp
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TE: ltr_1_family_38.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 4739bp; fragments: 107; full length: 17 (>=4265.1bp)
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TE: ltr_1_family_38

 size: 218bp; fragments: 84; full length: 2 (>=196.2bp)
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Before TEtrimmer 218 bp



0 500 1000 1500 2000 2500 3000 3500 4000

ORF1

ORF6

ORF5

ORF4 ORF3

ORF2

RVT_1

RT_RNaseH_2

Integrase_H2C2

rve

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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