
Start crop Point End crop Point

MSA length = 2967
GGT CC T CCAGGT T TGGGGGT TGAGGCA T T AGAC TGGT T C T C T AA T AC T CGGAAAAAC T T ACACC T ACCAAAAAACCCAAACGAAGCC T CGGAACA T TGGA - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A TG - - - - - - - - - - - - A T A T AA T T T T T T T T CGC TGCGT T AAAAAAAA T C T C T AC T A
A T T T C T T T T CCA T T T T A T CC TGAAA T TGT AAAC T AA TGACACA T T AC T C T AAA T T AC T T ACACC T ACCAAAAAACCCAAACGAAGCC T CGGAACA T TGGA - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T C T AAACCGAC T AA T A T A T A T A - - - - - - - - - GA T A TGT AA T T T T T AGCGAGGA - - - - - - - - - - - - - - - - TGCCG
- - - - - - - - - - - - - - - - - - - T T AAAGAAAGAAA T T AA T ACAA T A T T TGT C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGGAGCC T CGGAACA T TGGA - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T ACA T TGAA - - - A T CGCA T T T C T T T C - - - - - - T T T AAAA T AAA T TGT AA T AA
GGT AC T CCA T C TGCCAGTGC TGGAA T ACCAG - - - - - - - - - - TGCCA T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A T AGAAA T T T T AGA T A T TGGA T T T CCGACGGT TG - - - - - - - - - - - - - - - - - - - - -
GTGT A T C T A T A T A TGG - - - - - - - - - - - - - - - - - - - - - - - - - T A T TGT T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T A T A T A T A T - - - A T A TGAC TGGT T T TGT A T A T A T AAAAAA - - - - GAGT A T AA
GTGT CC T T CAGC T T T CACGT A T AAC T CC T AGAGT AACAA T CAGTGACA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGT CGGGCAAGGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T AAA TGCA TGA T T T AAGGTGT CCGT T T T T CG - - - - - - - - - - - - - TGCCGGTG
GGT CC T CCAGGT T TGGGGGT TGAGGCA T T AGAC TGGT T C T C T AA T AC T CGGAAAAAC T T ACACC T ACCAAAAAACCCAAACGAAGCC T CGGAACA T TGGA - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T A T AAA T AAGA T A T A T AA T T A TGTGT - - - - - - A T T AAA T AAAA T CAC T AGT A
GGT CC T CCAGGT T TGGGGGT TGAGGCA T T AGAC TGGT T C T C T AA T AC T CGGAAAAAC T T ACACC T ACCAAAAAACCCAAACGAAGCC T CGGAACA T TGGG - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T AGT AA TGAGGTGT AGT A T C T CGTGCAGA T A T T TGAAAAAAA T T T T CCA T CA
G - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGA T TGGA T C T A TGGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T AGT AGT T T - - - T T ACAAGT T T T T T C T T CCGT A T CAAAAA T AAAC TGT T ACA
GGT CC T CCAGGT T TGGGGGT TGAGGCA T T AGAC TGGT T C T C T AA T AC T CGGAAAAAC T T ACACC T ACCAAAAAACCCAAACGAAGCC T CGGAACA T TGGA - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T ACAA T TGC - - - A TGGCA T T T T AA T ACAAAA - - - - - - - - - - - - - GAAAAC TG
AAAC T T C T AGGT CCGAGT T T T CAAC T A T CGGC T - - - - - - - - - - - - - - CCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGT CGGACAACGAAGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T A T AC T AAAAA T T T AACA T T ACCA T A T T ACGT T T CAA T AA - - - - AAAAAACA
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TE: rnd_4_family_846.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 2967bp; fragments: 766; full length: 15 (>=2670.3bp)
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No TE domain detected

After TEtrimmer 2967 bp
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TE: rnd_4_family_846.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 3279bp; fragments: 763; full length: 14 (>=2951.1bp)
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TE: rnd_4_family_846

 size: 1055bp; fragments: 710; full length: 109 (>=949.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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