Start crop Point End crop Point

1 MSA length = 26952 1

_________________________________________________ I
------------------- CTAACAATTTATTGGT TAAAAATACCAAT TT = = = & - = & o & s o e m ot m e o et e o ottt ot et e e oot m ot e m et f o et et et et ettt ot et et f ottt o e e e e e e ae e e
GGTTGGCTTTTAGAGAAGACTAACAAT TTATTGGT TAAAAATACCAAT T T - = = = = = = & & m s m o o e m e o o e f o e f e o m ot m o f ot e m e o f f e oo et e e f e o ff e m ot e m et mf e f ot e m i f i e e o oo oemeeoameaooao
GGTTGGCTTTTAGAGAAGACTAACAAT TTATTGGT TAAAAATACCAAT T T - = = = = = = & & s e m o m & m e o ot e f o e m e o m f e m ot e m et f f e oo e f ot e f e o f ot e m o f e m e m o mf et b i e m e e oo oo oamoeoameaooao
----------- AGAGAAGACTAACAATTTATTGGT TAAAAATACCAAT TT = = = & - = & o o o o e m o e o e o ot e o o e o e o ettt o e m o e f e o et e f ot e f e e m f e f ot et et f ot et e e e e e e e eiaeaeoao
GGTTGGCTTTTAGAGAAGACTAACAAT TTATTGGT TAAAAATACCAAT T T - = = = = = = & & s e m o m & m e o ot e f o e m e o m f e m ot e m et f f e oo e f ot e f e o f ot e m o f e m e m o mf et b i e m e e oo oo oamoeoameaooao
GGTTGGCTTTTAGAGAAGACTAACAAT TTATTGGT TAAAAATACCAAT T T - = = = = = = & & m s m o o e f e o f e f o e m e o m f e o ot e m e o f f e oo e f o e f e o f f et ot e m et mf et o i e m o i e oo oo memoeoameaoamaao
------------------------------------------------------------ TTTTTTTTTTTTTTTTTTTTTTTTTTTTTAATACATAGCTCCGAAATATAGAATTTAGAATTTAGAATGAGTGGGAGGGGGGTTAATCACTTCGACCTTA
------------------------------------------------------------ TTTTTTTTTTTTTTTTTTTTTTTTTTTTTAATACATAGCTCCGAAATATAGAATTTAGAATTTAGAATGAGTGGGAGGGGGGTTAATCACTTCGACCTTA
-------------------------- TTTATTGGTTAAAAATACCAATTT---=-=----TTTTTTTTTTTTTTTTTTTTTTTTTTTTTAATACATAGCTCCGAAATATAGAATTTAGAATTTAGAATGAGTGGGAGGGGGGTTAATCACTTCGACCTTA
------------------------------------------------------------ TTTTTTTTTITTITTTTTTTTTTTTTTTTTTAATACATAGCTCCGAAATATARAATIINERAA TR ARAATRAG TG A EREICE A~ "Bl "B A A
GGTTGGCTTTTAGAGAAGACTAACAAT TTATTGGT TAAAAATACCAAT T T - = = = = = = & o s s m o m e m e o o e f o et e o et e o et e m e o et e o o et o et e o et e m ot e m et mm e f o f o e m i m i e oo o mmamoooaomaoomamoo
-------------- GAAGACTAACAAT TTATTGG T TAAAAATACCAAT TT = = - = & = & s s m o o e f e o o e f o o f m e o f f et o e m e o m f e f ot e m e o mm et ot e m e e e m et ottt ot e e e e e e e e e e eiaoo
------------------------------------------------------------ TTTTTTTTTTTTTTTTTTTTTTTTTTTTTAATACATAGCTCCGAAATATAGAATTTAGAATTTAGAATGAGTGGGAGGGGGGTTAATCACTTCGACCTTA
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa

divergence to consensus (%)

size: 26952bp; fragments: 4548; full length: 0 (>=24256.8bp)
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/ 9115.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa cl After TEtrimmer Extended plOt Blue lines are boundaries
size: 27102bp; fragments: 9822; full length: 0 (>=24391.8bp)
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TE: rnd_5 family 9115
6530bp; fragments: 1010; full length

: 18 (>=5877bp)
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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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