
Start crop Point End crop Point

MSA length = 5308
T T A T T TGT CGA T T T AA T - - - - - - - - - - - - GT C T AAAGTGA T AAAAGT C T C T AGCACCA T C T AAGT AC T T T TGAAAAAAGA T T ACAC T T T T CC T AAAAGAA - - - - - - - - - - T AAGGAGC T C T A TGGGA T T C T T CACGACA T CC T T T C T T T A T C T T CA T T T TGAGT T T A T CAGA T T T T T C T T T A T T T C T AGAGA T A T CAA T CGACGAGCA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T C T AGCACCA T CC TGGT A T T T T TGAAAAAAGA T T ACAC T T T T T C T AAAAGAA - - - - - - - - - - T AAGGAAC T T CACGGGA T T C T ACA TGA TGT CC T TGA T C T CGC T T C TGT T TGTGT T TGTGT C T T T CAA TGT T A T T CCCAGAAAC T C T A T T C T T CACGCAGA
T AAAGAA TGAAAGT A T - A T C TGCACCA T - GC T AAA TGGCA TGAGGA - C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA TGGAGC T CCA TGGGA T AA T T T A TGA T A T CC T CCAC T T AGCC T C T - - - - GACGA TGT T AGGT T T T AC T C TGT T TGT CGAAA TGACAA T CGAA T TGCAGA
T AA T AAGT AAGA TGT T T AA T CA TGA T A T AA T T AAAAAACAAAAACG - C T C T AGCACGA T C T AAGT A T T T T CGAAAAAAGA T T ACAC T T T T T C T T T TGGAA - - - - - - - - - - AAAAGAAC T CCA TGGGA T T CAACACGACA T CC T T CA T C T A T CC T T T T T T T AA TGT AC T C T CC T T T A T T TGT A T C T C T AGAGC T ACAAACAAAGCAGC TGA
CAAA T AGT AGT AA T AG - ACGTGT AAGAA T C T T AAGGTGT ACGGACGT T T CCAGCACCA T C T AAGT A T T T T T AAAAAAAGA T T ACAC T T C T T CCAAAAGAA - - - - - - - - - - A T TGGAAC T CCACGAGA T T C T ACACGA T A T CC TGAGT T T A T C T T C T T T T T C TGCAA T C T AGT T T T T C T T T CA T C T C T CGGAAACACAA T CGCGAAGC TGA
GAA T T T T TGGGC T T T A T CCA TGA T ACA TGAGT A T ACACCAGAGAGA - C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGGAGC T T CACGGGA T T C T CCA TGA T A T CC T T T C T T T A T C T T C T T T T TGA TGCA TGT ACC T T T ACC T T T A T CAA T CGTGAGT T T AA T CACCAAGC TGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T T T T AAGACC T CGGGAGC T A T AAA T AAAGCA T A TGA
T AA T CGACAAAAACGACC T C T C T AA T T T AA T T T AA TGT CAA T AACA T T TGT CCCGACA T C T AAGT A T T T T TGAAAAAAGA T T ACAAAC T T T C T AAAAGAA - - - - - - - - - - GA T TGAGC T CCA TGGGA T T C T T CACGACA T CC T T T C T C T A T CC T C - T T T T T T CGAA TGT T CC T T T TGT T T T A T CAA T CGCGA T C TGAA T CGGAGAGCCGA
- - A T CAGCAAAACCAA - GT C T AAACC T CAGC T AAA T C T CAGAAACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGGA T C T CCACGGGA T T C T CCACGA T A T CA TGT T T A T C T C T T CA - - - - GC T T A T T A T T C T T T CAA T T T CAC T CC T CGAGAGC T T AA T CGT CAAGC TGA
C T A T T C T TGGAAAC T C T C T CCGT CC T T T ACC T A T C T A TGA TGA TGA - T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT T A T T TGT T TGT TGT T T CA T T AAAAGGGAGGCCAA TGTGT TGGCAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGAGC T CCACGGGA T T C T T CACGA TGT CC TGAC T C T A T CC T C T T T T T C T CGT A TGT AGA T T T T C T T T CA T T AGCCGTGA T CACAA T CGT AGAGCCGG
T CACCAA TGGT CC T AA - GGGTGGAACA T A T C T A T AAA T TGAGAGTGT AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGGAGC T CCA TGGAA T CC T ACACGA T A T T C T CC T CC T CGCGT C - - - - - GGGT T TGT T AGGT T T CAC T C T A T CCC T CGAAA TGAAAA T CGAC T TGCAGA
C T AAAAACAGAA T T A T T T T CCAAAAA TGACACAACGGGCAAAGA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAGAAA T T T CA T T T T T T T T TGC T AAGAGAGAAAACAA T T C T AAAGCCGA
CAAC TGGT AAAAACA - - C T C TGAAAC T T AGT T AAAAGT CAAAAGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAGGAA T T T CA TGGAA T T C T ACA TGA T A T CC TGCA T C T A T CC T C T T T T T A T TGT C TGCACC T T T AA T T ACA T T CC T AGGGCAC T T AA T CGACAAGCGGA
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TE: CONS_200_17833_5_1_6496_175.fasta.b.bed_uf.bed_g_1.bed_fm.bed_0_0_n.bed_g_1.bed_fm.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 5308bp; fragments: 5; full length: 0 (>=4777.2bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 5308 bp
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TE: CONS_200_17833_5_1_6496_175
 size: 6496bp; fragments: 10; full length: 3 (>=5846.4bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

CR1−8_CQ_pol LINE/CR1

Copia−76_VV LTR/Copia

CR1−8_AMi_pol LINE/CR1

Copia−21_BD LTR/Copia

Gypsy−2_PSt_pol LTR/Gypsy

Copia−78_AA LTR/Copia

UN−R7Ag1_pol LINE/R1

L1−18_DR_pol LINE/L1

Gypsy−126_DR_pol LTR/Gypsy

Gypsy−64_CCri_1p LTR/Gypsy

ATLINE1_6_gag LINE/L1

Jockey−13_DBp_pol LINE/I−Jockey

Kolobok−14_HM_tp TIR/Kolobok−Hydra

BAGY1_HV_gag LTR/Gypsy

I_Ele9_pol LINE/I

I_Ele25_pol LINE/I

BEL−594_AA_pol LTR/Pao

ATLINE1_6_pol LINE/L1

Before TEtrimmer 6496 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  06/08/24)

After TEtrimmer sequence
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