Start crop Point End crop Point

1 MSA length = 31140 1
---------------------------------------------------------------------------------------------------------------------------------------------------------------- CAATGTATGCTG-=-=--c-=-cc-2-=-=2-=---TAAATTATTATTTGC
-------------------------------------------------------------------------------------------------------------- GTGACTACCTGCCTGTGTGGCACTTTCTCTGTGTAAATAGTATATAT TA - - = & o o s s s s m e m e m ot e m e e e e e e oo e e e e i e meamemaeaaoe o
---------------------------------------------------------------------------------------------------------------------------------------------------------------- CAATGTATGCTG-=-=--c-=--c-2-=-=2-=---TAAATTATTATTTGC
-------------------------------------------------------------------------------------------------------------- GTGACTACCTGCCTGTGTGGCACTTTCTCTGTGTAAATAGTATATATTACTAATGTATGCTGGTGGCGTAGTTCGCCTGTGTGGCTAAATTAATATTTGC
----------------------------------------------------------------------------------------------------------------------------------------------------------------------- TRcTeoTCRTAG BT TRCECcTGTGTCC- -BATTBATABE T GC
---------------------------------- TTTTTGGCTTCTTACAGTATTGTGTTTAAAAAATTGGT TTAGGCCAAATATAGCTCAAAAATATAT = = & = = & = & s s e o m e o o e f et m o et o e m e o m f e o o e m e e m f e o ot e f et et et f ot ettt e m et b ot m oo i e i oo e oo oomameaoemeaoo
AATAGTTTTTATTGTTGACCGCTTGGAACAAAATTTTTTGGCTTCTTACAGTATTGTGTTTAAAAAATTGGTTTAGGCCAAATATAGCT CAAAAATATAT = - = = = & & & & s m o o e o o ot o e o ot e o o et o et e o f f e f e et e ot m e o ottt ot ettt et et et e m e f e oo m i e e ieoameaoemaaoeoam o
---------------------------------------------------------------------------------------------------------------------------------------------------------------- CAATGTATGCTG-=-=--c-=--c-2-e-=2-=---TAAATTATTATTTGC
AATAGTTTTTATTGTTGACCGCTTGGAACAAAATTTTTTGGCTTCTTACAGTATTGTGTTTAAAAAATTGGTTTAGGCCAAATATAGCT CAAAAAT AT AT = - = & = & & & & s o m m e o ottt e o et e o f et o et e o m f e f o e f et e f e e ottt o ettt et et et e f et d oo oo o e e i oo e meeoemaaoeoam o
AATAGTTTTTATTGTTGACCGCTTGGAACAAAATTTTTTGGCTTCTTACAGTATTGTGTTTAAAAAATTGGTTTAGGCCAAATATAGCTCAAAAAT AT AT = - = & = & & & & o o o m e o o ot o o ot e o o et o et e o et et e e m et m m e oottt ot et e o ff et et e m e e e oo m e oo eoameaoemaaoeoam o
AATAGTTTTTATTGTTGACCGCTTGGAACAAAATTTTTTGGCTTCTTACAGTATTGTGTTTAAAAAATTGGTTTAGGCCAAATATAGCT CAAAAATATAT = - = & = & & & & o m o m o e o o e o o et et f f et o et e e f f e f e et e o e m e e o e f ot et e o ettt e o e m et m e oo m i e o i eiameaocmaaaeaam
-------------------------------------------------------------------------------------------------------------- GTGACTACCTGCCTGTGTGGCACTTTCTCTGTGTAAATAGTATATATTACTAATGTATGCTGGTGGCGTAGTTCGCCTGTGTGGCTAAATTAATATTTGC
-------------------------------------------------------------------------------------------------------------- GTGACTACCTGCCTGTGTGGCACTTTCTCTGTGTAAATAGTATATATTACTAATGTATGCTGGTGGCGTAGTTCGCCTGTGTGGCTAAATTAATATTTGC
-------------------------------------------------------------------------------------------------------------- GTGACTACCTGCCTGTGTGGCACTTTCTCTGTGTAAATAGTATATATTACTAATGTATGCTGGTGGCGTAGTTCGCCTGTGTGGCTAAATTAATATTTGC
---------------------------------------------------------------------------------------------------------------------------------------------------------------- T--TGTRTGCE-------- - -ee oo - - TAAITTAATATTTGC
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TAA - - mcmma e AAATTAATARTTCR
AATAGTTTTTATTGTTGACCGCTTGGAACAAAATTTTTTGGCTTCTTACAGTATTGTGTTTAAAAAATTGGTTTAGGCCAAATATAGCT CAAAAATATAT = - = & = & & & & s o o m e m o ot o e oot et ot e o o et et f f e f o e e e o f f e ottt ot ettt ff ettt e m e i e oo oo e e i oo e meaoemaaoeaam o
-------------------------------------------------------------------------------------------------------------- GTGACTACCTGCCTGTGTGGCACTTTCTCTGTGTAAATAGTATATATTAC - = = = & = = o s oo e m e m oo e m e e e et et e i e e e e o e mimoemamaa oo
-------------------------------------------------------------------------------------------------------------- GTGACTACCTGCCTGTGTGGCACTTTCTCTGTGTAAATAGTATATATTACTAATGTATGCTGGTGGCGTAGTTCGCCTGTGTGGCTAAATTAATATTTGC
AATAGTTTTTATTGTTGACCGCTTGGAACAAAATTTTTTGGCTTCTTACAGTATTGTGTTTAAAAAATTGGTTTAGGCCAAATATAGCTCAAAAATATAT = - = = = & & & & s m o f e o o ot o e o et et ottt o et e o m f e f e e f et f m e oo et e et et ettt et f et e m oo o e iei e meaoemeaoeaam o

AATAGTTTTTATTGTTGACCGCTTGGAACAAAATTTTTTGGCTTCTTACAGTATTGTGTTTAAAAAATTGGTTTAGGCCAAATATAGCTCAAAAATATAT --=-=-=-=----- GTGACTACCTGCCTGTGTGGCACTTTCTCTGTGTAAATAGT AT AT AT TA - - - - 5 o o o o e o o o o o e o e o o o o e e o o o o e e o o oo s oo oo m oo m o
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ed fm_1.bed 0 O n.bed g 1.bed fm_2.bed 0 O bcIn.fa_aln.fa_cl.f
size: 31140bp; fragments: 843525; full length: 0 (>=28026bp)
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>d_uf.bed g 1.bed fm 1.bed O O n.bed g 1.bed fm 2.bed 0 O I
size: 31367bp; fragments: 846037; full length: 0 (>=28230.3bp)
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divergence to consensus (%)

TE: rnd_4 family 3928
size: 545bp; fragments: 526; full length: 152 (>=490.5bp)
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 10/10/25)
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