Start crop Point End crop Point

1 MSA length = 14686 1
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGHAAATAAATR-T TTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACATATATAATIATRTITHTARA - -BATHTAR TBTATA

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGEAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACATATAT -ATATATATATATATA- -TATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGHAAATAAATJATTTTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACATATAT -ATATATATATATATA- - TATATATATATATA
ATAGAACCAGACGAGACCGATGTTTCTACAAACGTAAGTAATATTGAATTATCACGTATTATTTTATTGTGTTGGAACCATATTGT TCGATAT TCTAT T T = = = = = = = % s &t &t &t @t &t & e @@ m @@ m @t m @t @t @t @@t @@t & ot @@t @@t @t ot @@t d ot ot m ot ot @@t @ f e mf e mf e mm e m i dmma e meameamemea o
ATAGAACCAGACGAGACCGATGTTTCTACAAACGTAAGTAATATTGAATTATCACGTATTATTTTATTGTGTTGGAACCATATTGT TCGATAT TCTAT T T = = = = = = 5 % @ m & ot @t &t &t &t @ e & fm @@t @ f it @@t @t @@t @@t @@t @@t @@t &t ot @t ot @@t @t ot & f ot m ot e @it mf it e f e mm e m i dmmaameameamamea e

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGIAAATAAATJATTTTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACATATAT -ATATATATA|jABEEHAA TERABE T AJARA A
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATIAATG- TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATATA- - TATATATATATATA

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATATA- -TATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATAIATIATAT-ATATITIAAiITWTITEA
-------------------------------------------------------------------------------------------------------------- AAATITTTTIAAGCAAATAAATG- TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATATY- - AT ATHTIEEA
--------------------- Gl T T CT - - - - - m o m o e s oot S AAATGTTTTAAAGCAAATAAATG - TTTTTTTAAAAAGTGAATCGCATTATTMGTGATCTAACATATAT -ATATATATATATATA- - TATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG-TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATATAATAAEEABATATHCETE™ AR~ T~ TR
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG-TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATATA- -TATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAAJCGCATTATTTGTGATCTAACATATAT-ATATATATABTATAAATATATABATATATA
ATAGAACCAGACGAGACCGATGTTTCTACAAACGTAAGTAATATTGAATTATCACGTATTATTTTATTGTGT TGGAACCATATTGT TCGATAT TCTAT TT = - = = = = = = & o oo & o & o e o o o m e o o o o e o o o e o f o f e o f o e o oo e e e oo e AJATATAT-ATATATATATATATA- - TATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG- - TTTTTTAAAAAGTGAATCGCATTAITTGTGATCTAACATATAT-ATATATATATATA- - - - TATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATITTTTIAAGCAAATAAATG- TTTTTTTAAAAAGTGAATCGCATTATTJGTGATCTAACATATAT-ATATATATATATATA- - TATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATATAATIT ACEINANE B Bl R~ T~ TAJ8 B
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATA- - - -TATATATATATATA

TAIATAT TA A——.TAIAIATATITA
ATATA

TATE- - ----- - -
AAATGTTTTAAAGCAAATAAATG-TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATA- -AATATATA-ATAJATH
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAAT - -[JTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATATA- - TATATATATATATA

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAAT -BTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATAR- - - - - - - AAJJETATETATHTRTE
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG-TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATATAAATATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG—TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATATAITITAIAIA.TATI— - AIATITIiATAIA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATAJATAATATATARATATATA- -JATATATAATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATA- - - -TATATATATATATA
--------------------------------------------------------------------------------------------------------------- AATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT-ATATATATATATATA- -TATATATATATATA
------------------------------- AC T AT T AT TG - - - v m o m oo et —AAATITTTTIAAGCAAATAAATG—TTTTTTTAAAAAGTGAATCGCATTATTIGTGATCTAACA.T.—-TITA_A— -BABG B E1GA - -
-------------------------------------------------------------------------------------------------------------- AAATEITTTTIAAGCAAATAAATG-TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATATA- -TATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG- - TTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATATATATA- -TATATATATATATA

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT-ATATATATATATATAAAINTENEEN- "I~
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG-TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT-ATATATATATATATAAATATATATATATATA
---------------------------- CAAACTIBAAGTABTARBE - - - - - - - - - - - e e e e AAATIITTTTIRAAGCAAATAAATG - TTTTTTTAAAAAGTGAATCGCATTATTGTGATCTAACATAT - - -ATATATATABATABE- - TATATTBATARA - -
-------------------------------------------------------------------------------------------------------------- AAATITTTTAAGCAAATAAATG-TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -[TATATATATATATA- -TATATATATATATA

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG-TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATATIATITIIATATRTATA - -J@TATRTATA- - -A
-------------------------------------------------------------------------------------------------------------- AAATITTTTIAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTJGTGATCTAACATATAT-ATATATATATATATAAATATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAAJCGCATTATTTGTGATCTAACATATATERTATATATEATAJAAATATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG-TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT-ATATATATATATA- -AATATATA-ATANAT

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATG-TTTTTTTAAAAGTGAATCGCATTATTTGTGATCTAACATATAT -ATATATATITIT TIAA.TITITITI!-!
ATAGAACCAGACGAGACCGATGTTTCTACAAACGTAAGTAATATTGAATTATCACGTATTATTTTATTGTGTTGGAACCATAT TGT TCGATAT TCT AT TT o - = - & - 5 & o o s m s o s o e o e o e o e m e f e m e o e e e o e ot ot et ot ot oo e e i oo e oo oo omo oo oo s ATERAT ABATR- ------------- -
--------------------------------------------------------------------------------------------------------------- AATITTTTAAAGCAAATAAARM - TTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAA ===« ------------AlATA- - TATATATATATATA
-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAATGTTTTTTTTAAAAAGTGAATCGCATTATTTGTGATCTAACATATAT-ATATATATATATA- - - -TATATATATATATA

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGCAAATAAAT——ITTTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACA ATATAATIA TR TR TR TARA - -BATHTABRTETATA
T T
I

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGIAAATAAATI-JIT TTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACATATAT -ATATATAT TETATA

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGIAAATAAATIATTTTTTTAAAAAGTIAA.G.T.TTT.G.CTA TAM- ATrA
=

ATAGAACCAGACGAGACCGATGTTTCTACAAACGTAAGTAATATTGAATTATCACGTATTATTTTATTGTGTTGGAACCATATTGTTCGATAT TCTAT T T = & - = = - = = o s & o s m o e o e e e o e o e e et et e e o oo e i oot oo i e e oo s CEc EECR A ACBRTEE - -------- -

-------------------------------------------------------------------------------------------------------------- AAATGTTTTAAAGIAAATAAATIATTTTTTTAAAAAITGAATCGCATTATTTGTGATTTAACATITATAITITITITATATATI— -BGAGAG T ATATA

TEAEET C ACBCCEEABCCECEREE T ABGAACG TR 1A T T- - - - T- - - - m oLl AAATGTTTTAAAGCAAATARJATG - TTTTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACATATAT -ATATATATATATATA- -TATATATATATATA
.............................................................................................................. AAATGTTTTAAAGCAAATAAATG- -TTTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACATATATA TATHTA
....................... TR B GG CH BECEAARA T TGAART- - - - AAATGBTTTAAAGCAAATAAATG - TTTTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACATATAT AGKE TEETET T A TECTERAGE TlATABA
________ AIACG.AICGATG.TC.C.ACGTIA-A‘ e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e me e mee e - AAATGTTTTAAAGIAAATAAAT —ITTTTTTAAAAAGTGAATCGCATTATTTGTGATTTAACATATAT—ATATATATATATATA— -TATATATATATATA
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d uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa _cl.fa gs.fa ce.fa_s

divergence to consensus (%)

size: 14686bp; fragments: 835; full length: 0 (>=13217.4bp)
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After TEtrimmer 14686 bp
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1032.fasta.b.bed_uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.

divergence to consensus (%)

size: 15215bp; fragments: 1094; full length: 0 (>=13693.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)
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size: 7630bp; fragments: 278; full length:

TE: Itr_1 family 1032

49 (>=6867bp)
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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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[E consensus before TEtrimmer (bp)
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