
Start crop Point End crop Point

MSA length = 3176
ACACACGGGGAGCGACGA TGCGT C T A T AGC T CGT A T A T AAAGGGGCAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGT T CGT T ACAGT AGCCCCCCA - - - - - - - - - - T A T T AAAGAGT T TGGAGAACCGGGGGGGGGGGGGC T AC TGT AACGGACCCGA T T A T T T AAA T T AA - AAA T AAAAA T T T CCA T C T AAGGAAAACAAAA TGT
C T CCCAGAAGAGT T A T AGCA T A T T T T AACC TGGCGCACAGTGGGGCG - - - GA TGGCAA T T C T AGTGGGACAAAACA TGGGT CCGT T ACAGT AG - CCCCCC - - - - - - - - - - T A T T AAAGAGT T TGGAGAACCGGGGGGGGGGGGGC T AC TGT AACGGACCCAAA T - T T AAAAGT T A T AAA T AAAAA T CAC T T CC - - - AGACC T CACAACA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AAAGAA T T TGGAGAACCGGGGGGGGGGGGGC T AC TGT AACGGACCCGA - - - T CGA TGACGA TGAA T AAAGA T T CAAGT - TGAAAACGAAA T T T AC T
- - - - - - - GACAGGGT T A T CAAA T T CA T ACA T T TGT ACCAAC T C TGTGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T AAAGAGT T TGGAGAACC - - GGGGGGGGGGGC T AC TGT AACGGACCC - - - - - - - - - - - - - - - GAGAAAAAAACA T T - - - - TGT AAAGC T AAGAAAAA
C T CCCAGAAGAGT T A T AGCA T A T T T T AACC TGGC T CACAGTGGGGCG - - - GA TGGCAA T T C T AGTGGGACAAAACA TGGGT CCGT T ACAGT AGCCCCCCC - - - - - - - - - - T A T T AAAGGGT T TGGAGAACCGGGGGGGGGGGGGC T AC TGT AACGGACCCGG - - - - CAGAAGACA - AGACAAAAAGAACGGA T - - - AGACCACAAAA - - -
C T CCCAGAAGAGT T A TGGCA T A T T T T CACC TGGCACACAGTGGGGCG - - - GA TGGCAA T T C T AGTGGGACAAAACA TGGGT CCGT T ACAGAAGCCC T CCC - - - - - - - - - - T A T T AAAGAGT T TGGAGAACC - GGGGGGGGGGGGC T AC TGT AACGGACCCGT AAA T CAAGAGCAA - AAGAAGAAAGCGA TGT T - - - AGACAAAAAAACGT
T T CGGC TGA T AGT T T T T C T T AGTGT A TGT A TGTGA T CAA T CGTGC TGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AAAGAGT TGGAGAACCG - - GGGGGGGGGGCC T AC TGT AACGGACCCC T - - - - CGGTGACCGTGGT T T AAAGTGT T AGGA TGAGGACGT TGGAGCCG
C T ACCAGAAGAGT T A T AGCA T A T T T T CACC TGGCGCACAGTGGGGCG - - - GA TGGCAA T T C T AGTGGGACAAAACA TGGGT CCGT T ACAGT AGCCCCCCC - - - - - - - - - - T A T T AAAGTGT T TGGAGAACC - GGGGGGGGGGGGC T AC TGT AACGGACCCAGA T T - CAAGGT CAGT T T ACAGAA T T C T A T AC T TGAAGT T T ACAGAA T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AAAGAGT T TGGAGAACC - - GGGGGGGGGGGC T AC TGT AACGGACCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGAGGGTGGC T
T T AAC TGGAGAGT T T T TGT T AA TGT T AGT CC T AGAAGCGT CGACA T AA T T CGCGGCGA T CCC T AAAGAAGAAAACAAGGGT CCGT T ACAGT ACCCCCCCC - - - - - - - - - - T A T T AAAGAGT T TGGAGAACC - - GGGGGGGGGGGC T AC TGT AACGGACCCGAACA - TGAGGGT AGT A T ACAAGGA T AGT T T CC - - T A - - - - - - - - - - - - -
A T AGGTGAGGAGT T T T AGT - - GT T T CCGCGTGGA T T T CA T CCGGT CCA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AAAGAGT T TGGACAACCGGGGGGGGGGGGGC T AC TGT AACGGACCC T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAC T AAAAAGT C T
C T T T AGT AAGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AAAGAGT T TGGAGAACCGGGGGGGGGGGGGC T AC TGT AACGGACCC T AA T - T CAAGA T T AA - T T AC T AAAA T AGCAGTGAGA TGGCGT TGGAACC T





0 500 1000 1500 2000 2500 3000

0
5

10
15

20
TE: rnd_1_family_917.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 3176bp; fragments: 6625; full length: 0 (>=2858.4bp)
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No TE domain detected

After TEtrimmer 3176 bp



0 500 1000 1500 2000 2500 3000 3500

0
5

10
15

20
TE: rnd_1_family_917.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 3782bp; fragments: 4830; full length: 0 (>=3403.8bp)
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TE: rnd_1_family_917

 size: 283bp; fragments: 1302; full length: 339 (>=254.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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