
Start crop Point End crop Point

MSA length = 8059
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGGAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA T TGCG - T T T T T T T AAAAAACGAAGCAC T CGAGAAAAGAGCAAAAC TGACG - - - - - - - - - - - - - - - - AAGGAA T T T C T A TGTGGA T AAAAAAC T A T -
C T T - - - - - - - - - - - - - - - - - TGT AGGA T CAAAAA T - - - - - - AAAA T AGT AAGT T A TGT T CACCCAAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCG - T T T T T T T T AAAAACGAAGCAC T CGAGCAAAGAACAAAAC T AGT AAGT C T A - - - - - - - - - - - T T TGGT T A T T T T T TGGT T A T A T A T AGT A -
A T T - AGAA TGCA T ACC T AC T T T TGGCGACAAAACA T T A T AGA T T A T TGTGAGT T A TGT T CAC T T AAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T T AAAAACGAAGCAC T CGAGCAAAGAACAAAAC T TGTGT T T T TG - - T T T ACAA - - T A T T T T T A T TGT A T A T A T T AGTGGA T AA -
T T T AAGGA T A TGA T A T T A T T T A T ACAA T AAA T TGT C T A T T AAAA T A T AC T AGT T A TGT T CAC T T AAC T AA T A T AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T T AC T T T T T T T AAC TGAAAA T - T A T A T T T A T AA TGA T A T T T T T T T AA T A - -
AA T - - AAA TGT AAAC T A - - - T - - - - CACGAGAAC - - - - - - - - - - - - TGA T AGT T A TGT T CAC T T AAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T TGA T A T T TGA - - - T T AAAA - - - - T AGC TGA T T T T T CA T T CA T CC T - - - - -
ACGGAAAA T T T A T ACGT T TGCGT CGCGCAAACGAG - - GGT AAAGT ACA T AAGT T A TGT T CAC T T AAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T CA T A T TGT A T - - - - - - - - - - - TGT AAC TGT T T TGTGGAACGC T T T - - - - -
T C T - - A T C TGGAAAGT AA - T T A TGGCGCGAAAACG - - A T CAA T AAA T AGGAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CAA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T T AGGT T A T A - - - - T T AC - - - - T A TGA T T C T T T T T C T A T C TGC T T T - - - - -
GCC - - - - - - - - - - - - - - - - - - CCGAC T AAAACACG - - - - - - - - AAGAGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T T ACACA T A T A - - - - T T A T AGAGGTGACCGC T T CCCAA T CGA T AGT T A TGA
T T T AAACACACAAAA T CA T - - CC TGT A T A T AAAC TGT T TGCAA TGAAGT AAGT T A TGT T CAC T T AAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCG - T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T AGT A T T TGGT - - - - - - - - - - ACA T AAA T A T TGACAGA T AAAA T A T TGT A -
T T T - - AGA T A TGGAA T T A T T T T TGT T AGT T ACA T A - - - - - - AA T AA T A T T AGT T A TGT T CAC T CCAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T T AAAAGCGAAGCAC T CGAGCAAAGAACAAAAC T T A T T A T T T A T - - - - - - - - - - GCA T AACGT T T - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - T T T T ACGT AACA TGA - - - - - AAAAGA TGC T AGT T A TGT T CAC T CCAC T AA TGT AA T A TGGGT A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T TGC T C T TGAAAA T T CAAAA - - T AAAA T T T T CGGAAAAA TGT AAA T - - - - -
C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA TGT AAGT T A TGT T CAC T T AAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T T AAAAACGAAGCAC T CGAGCAAAGAACAAAAC T TGT A T T T T AA - - - - - - - - - - - CAA T A T T T T A T T T TGT T T AAAAAAC T AA -
T A T AAA T A T A TGCA TGA T T A T A T T ACA TGT A TGT T - - A T T AAA T A T AGT AAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T AGT A T A T A T T A T T T T AA T AA - T A TGAC T T T T T T AGA T AA T AAAAC T T T AC
C T T T AAAGT CGA TGGTGT T - - T CA T AACGAACACA - - A T T AA - T A T CGCAAGT T A TGT T CAC T T AAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T CGCAGT AGCG - - T T C T CAA - ACC TGCC TGGCGT A T A TGT ACGCACACACA
T A T - - AAGT A T AAAC T T A T - - - - - - - - - - - - - - - - - - A T T AAAACAGTGAAGT T A TGT T CAC T CAAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC TGTGA T A T A T CAA T TGAAA T A - T A T C T T TGT TGAA T T T A T AGAC TGT T AA -
T T T - AA T A T CAA T A T C T A T - - - - - - - - - - - - - - - - - - - - - - - - AA T T AC T AGA T A TGT T CAC T CCAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CAA - - - - - - - - - - ACAA T TGCGT T T T T T T T T AAAAACGAAGCAC T CGAGCAAAGAACAAAAC T T AC T C T T T CA - - - - - - - - - - - AA TGAA T A T CAGAC T A T T T A TGA T A T AGA
- - - - - - - - - - - - - - - - - - - - - A T AACGCAAA T A T A - - - - - - - - - - ACA T AAGT T A TGT T CAC T CAAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T CA T AC T T T - - - - - T T AAAAG - TGT T T T T T T T ACAAAA T CGA T AGT - - - - -
TGT - - AAACGT A T T T T T - - T TGAACCGCGGGTGAA - - CGT A - - AAACGT AAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T AAAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T CGT A T T A T T T AA T C T T TGAA - T A TGT T T T - - - - - - - - - - - - - - - - - - - - -
CA T - AAAAC T T A T AA T T A T - - - - - - - - - - - - - - - - - - - - - - - - AAC T ACAAGT T A TGT T CAC T CAAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T T ACAAA T AC T AA T C T AAAA - - T T T AA T T T T T T T T TGGT T T AA T AAA T A - -
T CC - - - - - - - - - - - - - - - - T TGTGACGCAA T AA - - - - - - - - - - AGT CGCAAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGGT A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T T AAAAACGAAGCAC T CGAGCAAAGAACAAAAC T CGCAC T T TGA - - - - - - - AAA - CAGGA TGT A T A T A T A T A T A T A T A T A T A - -
GCC - AGAA T T T A T T C T A T T - - T CAA T ACGGAAA TGT T A T T A T TGT A T A T AAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGGT A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T T A T A T T T T T A - - - - - - - - - - - TGGGA TGA T T T T T T ACA T T T T T TGCAGA -
T C T AAACGT T T AAAACAA T - - - - - - - - - - - - - - - - - - - - - - AAAAGCA T AAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CAA - - - - - - - - - - ACAA T TGCG - T T T T T T T T AAAAACGAAGCAC T CGAGCAAAGAACAAAAC T CA T AGA T TGA - - - - - - - - - - - T AAAA T T T C T A T T - - - - - - - - - - - - - - - -
T CC - - - - - - - - - - - - - - - - T TGTGACGCAA T AA - - - - - - - - - - AGT CGCAAGT T A TGT T CAC T T AAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T CGCAC T T TGA - - - - - - - AAA - CAGGA TGT A T A T A T A T A T A T A T A T A T A - -
T CC - - AGAGGT A T A T CAA T C T T TGT AGCGAGAGAA - - - - - - - - A T CGGT AAGT T A TGT T CAA T CCAC T AA TGT AA T A TGGGT A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T T AAAAACGAAGCAC T CGAGCAAAGAACAAAAC TGGT A T A T T AG - - - - - - - AAA - CGTGA T T A T T TGGAA T T T T AA T A T T T T A -
T T C - A - - - - - - - - - - - - - - T A T TGT CACAAGGT AA T CAA T AC T AAA TGTGAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCG - T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T TGTGA T T AAA - - - - - - - - - - - T A T AA T T T CA T TGGA T T T AGAAA TGAA - -
T A T - - GGT T TGGA T A T T - - - T T T TGCA TGGA TGGC - - A T TGAA - - AAGCAAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGGT A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T AGCA T A T T T A - - - - - - - - - - - A TGAGT T T T T AAGT A T T T C T T T T T ACC - -
T AC - - - - - - - - - - - - - - - - T TGT CGT A TGAGAGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA T TGCGT T T T T T T T T T T AAACGAAGCAC T CGAGCAAAGAACAAAAC T AAC T TGA T T A - - - - T T AAAAAGGT AAC T ACCA T A T ACACA T AGAAAAAA -
T AACAGAA T T AAAAC T T A T - - - - - - - - - - - - - - - - - - AC T T AAAACAGCAAGT T A TGT T CAC T CCA - - - - - - T AAGGGGGGT A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T T AAAAACGAAGCAC T CGAGCAAAGAACAAAAC T AGCA TGT ACA - - - - - - - - - - T AAAAA T T T C T T C T T T T A TGT AA T C T TGAA
GT CAAGT A T T CA T AA T AC T T AA T A T AAAGAAAA T T T T - - - - - - AC T AGCAAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGGT A T ACCC T C T T AA T C T CGA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T AGCA T - - - - - - - - - - - - - - - - CA T T A T T ACA T C T C T AC T T AA T ACC TGAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA T TGCGT T T T T T T T T AAAAACGAAGCA T T CGAGCAAAGA T CAAAAC T T ACAA T T T AAA T T C T AAAAAAAA T AGT T T T T A T A T AGC T T A T TGT - - - - -
GT T AAAAA T A T T T C T CCA T A TGCAGAC TGTGAA T A T T T T CACAA T A TGT AAGT T A TGT T CAC T CCAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CAA - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T TGT A T T T A T T - - - - - - - - - - ACA T AGACA T T ACACAA T AAAAC T AAA T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA T TGCGT T T T T T T T AAAAAACGAAGCAC T CGAGCAAAGAACAAAAC T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T AAAC T T T T AA T C TGAC T T T AAGT ACAAAAACA - - - - - - AAAAACA T AAGT T A TGT T CAC T T AAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA T TG - - - - - - - - - - - - - - - - - - - - -
T T T AAAC T T T T AA T C TGAC T T T AAGT ACAAAAACA - - - - - - AAAAACA T AAGT T A TGT T CAC T T AAC T AA TGT AA T A TGGA T A T ACCC T C T T AA T C T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA T TG - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_676.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: 8059bp; fragments: 480; full length: 21 (>=7253.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 8059 bp
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TE: ltr_1_family_676.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 8360bp; fragments: 480; full length: 21 (>=7524bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_676

 size: 6127bp; fragments: 360; full length: 1 (>=5514.3bp)
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No TE domain detected

Before TEtrimmer 6127 bp
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Dotplot
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TE consensus after TEtrimmer (bp)
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