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1 MSA length = 2082

GAR-------- GA AATCCCATEBTABATTTTATTATCGRIT TCC - - - - - o e e e aa ACAAGTT A
----------- GA TEATACCAARTABCTTTTTCCCTCGEEMTTCGTTCGCGTTACACCTCGAATCGTTCATCATTGATTTAAATGATTGTTTACC----------ATATATATATTTTTTTTTTGAACTT GTTTTTT A
----------- GA TEATACCAARTABCTTTTTCCCTCGEEMTTCGTTCGCGTTACACCTCGAATCGTTCATCATTGATTTAAATGATTGTTTACC----------ATATATATATTTTTTTTTTGAACTT GTTTTTT A
GAM-------- GA ABATCCCATEBTARAT T T TAT TATCGEIMT TCC - - - - = = - = = - - o m o m o o e e o m o o e o o o o e o o o o o o o o m o o o o o e o o m o o o o o e e o m e o o o o e oo o oo e o m e oo m oo e o e oo o oo o ommmomom oo ACAAGTT A
GG@C--------- TRATACCAABMTABCTTTTTCCCGCG TCGTTCGCGTTACACCTCGAATCCTTCATCATTGATTTAAATGATTATTTACC---------- AGACATATACTATGAGAGGTTAAAATAAATTTGCAATATTAATGGTATATTTT ACTAGTG A
GGEICGGAATTGGA TWMATGCCGG CTTTATTCT T TG T T TG = - - = - o e s f i e e i e et e e iemmoceoesmocaccnsnsceacesaceacennoeanen=- AGACATATACTATGAGAGGTTAAAATAAATTTGCAATATTAATGGTATATTTT ACTAGTG A
GGEICGGAATTGGA TWMATGCCGG CTTTATTCT T TG T T TG = - - = - o e s f i e e i e et e e iemmoceoesmocaccnsnsceacesaceacennoeanen=- AGACATATACTATGAGAGGTTAAAATAAATTTGCAATATTAATGGTATATTTT ACTAGTG A
GGECGGAATTG- - CWATACCAA CTTTTTCCCGCGERTTCGTTCGCGTTACACCTCGAATCGTTCATCATTGATTTAAATGATTGTTTACC-=--------- AGACATATACTATGAGAGGT TAAAATAAAT T TGCAATAT TAATGG TATAT = = = = o 0 c m o e m e e e e e e e e e e e e e e e e e e e A
GGECGGAATTG- - CWATACCAA CTTTTTCCCGCGERTTCGTTCGCGTTACACCTCGAATCGTTCATCATTGATTTAAATGATTGTTTACC-=--------- AGACATATACTATGAGAGGT TAAAATAAAT T TGCAATAT TAATGG TATAT = = = = o 0 c m o e m e e e e e e e e e e e e e e e e e e e A
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d uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa s

divergence to consensus (%)

size: 2082bp; fragments: 18428; full length: 0 (>=1873.8bp)
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47 fasta.b.bed uf.bed g 1.bed fm_1.bed 0 0 bcin.fa_alnfa cl.fa_ After TEtrimmer Extended plot Blue lines are boundaries

size: 2391bp; fragments: 16155; full length: 0 (>=2151.9bp)
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TE: rnd_1 family 947

size: 320bp; fragments: 267; full length: 51 (>=288bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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1sensus before TEtrimmer (bp)
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