Start crop Point End crop Point

1 MSA length = 1195

CTAGGCCAAACTAAAACGGCCTGIMMATRGGATATTTERT ABATA -BAR- - - - - - - - - -
CTAGGCCAAACTAAAACGGCCTGIHMATIGGATATTTIRT ABATA -[BAR - - - - - - - - - o e e

CCTAG.AAACTAAAACGITCTGAAATCGIATATTTCCTGTAACATATA TTTT—TTTTAT.AIAT.AITA-
ARRRA T AIRET A

CCTAGIMBAAACTAAAACGGTCTGAAATCGIIATATTTCCTGTAACATATA TTTT-TTTTAT
CTAGGCCAAACTAAAACGGCC;.ATIGGATATTTIT-AIATA— -----------------------------------
CGTTTTAGTTTGCCTAGGACBTACTAAAAGTTCC- - - - TGTTAGGAACT - - - - - - - - - - TccTAflcccaAACTAAAACGGCCAAATCGGATATTTC-TGTAACATAT
------------------------------------------------------------ TICTA!ICIAAAITAAAAIGGCCTGAAATCGIATATTTCCT AACATAT
GTTTTAGTTTGCCTAGGACATACCAAAAGITCCTATCTTGTTAGGAACT - - == === - - TCCTAGGCCAAACTAAAACGGTCTGAAATCGGATATTTCClcTAACATARA
CGTITTAGTTTGCCTAGGATATICTAAAAhCAICTTIT.G-T ---------- TCCTAGGCCAAACTAAAACGGCCTGAAATCGGATATTTIMTGTAACATATIMARRT T-------- - -
------------------------------------------------------------ THCTAGGCCAAACTAAAACGGCCTAAATCGGATATTTCCTGTAACATATARAR- - - - - - - - - - - ------
CGTTTTAGTTTGCCTAGACATACCAAAAGTTCCTATCTTGTTAGGAACT == == - - - - - - TCCTAGGCCAAACTAAAACGGCCTGAAATIGGATATTTCCTGTAACA- = - <= = - - - - - TT-----
CGTTTTAGTTTGCCTAGIACATACCAAAAGTTCCTATCTTGTTAGGAACT ---------- TCCTAGGCCAAACTAAAACGGCCTGAAATMGGATATTTCCTGTAACA - - ----=----TT-=---
CGTTTTAGTTTGCCTAGGACATACCAAAAGTTCCTATCTTGTTAGGAACT == == - == - - - TCCTAGGCCAAACTAAAACGI CCTGAAATCGATATTTICTGTAACATATA TTTTTTTTTT-
------------------------------------------------------------ CCTAGGCCAAAITAAAACGGTCTGAAATCGGATATTTCCTITAACAIATAI I!TTTTT—————
------------------------------------------------------------ T TAJccAAACT - AAARGG TRTIAAATCGGATATTTITTGTAAATATA
------------------ ACATACCAAAAGTTCCTATCTTGTTAGGAACT----------TCCTAGGCCAACTAAAACGGCCTAAATCGGATATTT - —.TAACATATAIAIAITTTT.TTTAT
TCCTAGGCCAAARTAAAACGGCCTIRAAAT -G TAT TTCT TGTABCA- - - - - - e e
PBcCTAGGCCAAAlTAAAACGGTCTGAAATCGGATATTTCCTGTAACARATARARATTTTT- - - - -
CEABCTAAAACHIGTCTGAAATCGGATATTTCCTGTAACATATARA - - - - -TT-- - - - -

AAACTAAARCGGT CIBAABTCGCITATTTCCBGTAACATATEEAR- - - - - - - - - - - - AT TEGGGG GTTAAAGCAATEGT - - - - - - - - - - -
CCAAACTAAAAC GCClGAAATC- - - - - TTT------------ACBB------------

> >

> > > > > > > >

> O > > > > 0O > >

------------------------------------------------------------ Tl TBGGCCAAACTBAAACGGCTGA
CTTTTAGTTTGCCTAGGACATECCAAAATTCCTATCTTGTTAGGAACT - - - - - - - - - - TCCTAGGCCAAARTAAAARGRCCTRAABBCEGATR- - - ------------ ATTT--TTTHTAT
CGTTTTAGTTTGCCTAGGACATACCABAAGTTCCTATCTTGTTAGGAACT - - - - - - - - - - TCCTAGGCCAAACTAAA - = = = = = m o m o e e e e oo oo oo oo TTT--T8
------------------------------------------------------------ TcCTjcfccArACTAAAACGGCCTGAAATCATATTCCTGTAACA- - TA
------------------------------------------------------------ TCCTAGCCAAACTAAAACGGCCTGAAATCGGATATTTCTTGTAACHTRET
------------------------------------------------------------ TCCTAGGCCAAARTAAAARGHCIllGAAATCCRITATTTCCTTAACATATA
GTTTTAGTTTGCCTAGGATAT - = = = = s o s oo e mmmmmmmmm e o - L o TCCTAGGCCAAACTAAAACHIGCCTGAAATCGATATTTCCTGTAACATATA
--------------------------------------------------------------- TAGICCAAA AsAABGGccTGAAATCIGATATTTCCTGTABCATATA
------------------------------------------------------------ TCCTAGGCCAAA AAAACGICCTGAAITCGGATATTTICT
------------------------------------------------------------ TCCJBGGCCAAACTAAAACGGCCTGAAATCJGATATTTCCT
CGITTTIGTTTGCCTAGGACATAICAAAAGTTCCTITCTTGITAGIAACI ---------- T C m = - m s mm e e e e e e e oo
----------------------------- GTTHCTRTCTTGRTAGRAAC

TCCTAGGCCAAACTAAAAIGGTCTGAAATCGGATATTTCCTGTAACATATA
TCCTAGGCCAAACTAAIACGGCCTGAAATCGIATATTICCTGTAACITAT

AATGRTTCT
!- - CBATTTIABEE - - - - - - - - - - - - - - - m o s e e e e e e e TCCTA.CCAAAITAAAACGGCITGIAATCGGATATTTC.GTAACATAI
A

------ BcBac e e e e e e e e e e e eeeeeeeieaie i -TCTAGGCCAAACTAAA CCTGAAATCGGATATTTCCTGTAACA - -

---------- ATC e e e e e e e e e e e e e e e e e eeeieieaaaaaaaaaa-----TCMTAGGCCAAACTAA CCTGAAATCGGATATTTCCTGTAACA--TA
AABIEA T TTIRCEEM - - - - - - - - - - - - - - = - = = " st m e e e e e e e e e e e e eeaeiaaiaaaa TCCTAGGCCAAACTAARAC

I 1] -

TRrcanr ill@rr----------------
AATCEATTT

AA-THRATT

> > > > > > > 060 > > > > > 0> > > > > > >

TATATHTT I IATTT Y Y 1Y

TATATHETT ATTT

4 4 4 4 4 4 - < -

TTTA- TGTATHTT AAATAT TCCTAGGCCAAARMTAAAABGGCCTGAAATCGGITAT TTCCTGTAACA - = = = = = = = o e e e e e e e e e e e e e e e e e e e e o e -
AAATGT TCCTAGGICAAAITAAAAIGGCCTGAIATCJTATTTCCTGTAACATATA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- ABMATTTTTTTTTT -
ATETG TCCTAGGCCAAACTAAAACGGTCTGAAATCGG TATTTCCTIT A AIA A ATTITITT.T T
TCCTAJcCCAAACTAAARBGIITCTGAAAT ATATTTCCTGTIACAT A - - - & o o o 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 -
--------------------------------------------------------------- TAHCCAAACIAAA‘GGC TGAAATCHGATATTTCCTGTABCATATARNA
-------- T——————CCAAACTAAAACGIC TIAAATCGGITATTTCTTGIAA

TCCTAGICCAAACTAAAACGGCCTGAAATCGGATATTTCCTGTAACATATA
EICTAGGCCAAACTAAAAIGGCCTGAAATCGGATATTTICTGTAACATATA
CCTAGG

——TTTTI
TIIIITTA
TCCTAMGECAAACT AAAA - - - - o e o e o e e e e e e e e e e e e e e e e o
TCCTI!G CAAACTAAAAIGGTCTGAAITCGGATATTTCCTITIACATATA

TCCTAGGCCAAACTAAAACGGCITGAAATIGGATAITTCCTGTAACITATA
TCCTAGG.AAAITAAAACGGTCTG.ATCGGATATTT.TGTAACATATA
TCCTAGGCCAAACTAAAACGGCCTGAAATCIIGAT|TTTCCTGTAACATATA
TCCTAGGICAAAITAAIACGGCCTGAAATC GATATTTCCTGTAA ATITA
TCCTAGGCCAIACTAAAACGGCCTGAAATC GATATTTCTTGTAAMATA- - - - - - - - - - -

TCCTAGGRCAAA - = = = & & e e e e e e e e e d i e e e i e

TCCTAGGCCAMACTAAAACGGCCTGAAATCGATATTTCTTGTAAMATA - - - - - - - = - - -

TCITAGICCAAACTAAAACGGTCTGAIA GGATATTTCTTITAAIATATA
TCCTAGGCCAAACTAAAACGGCCTGAAAT GGAIATTICTTGTAACATITA
T.TIGGCCIAACTAAAACIGCCTGAAATCGGATATTTCCIGTAAIATATA
TCCTAGGCCAAACTAAAACGGCCTGAAATCGGATATTTCCTGTAACATATA
TCCTAGGCCAAACTAAAACGGCCTGAAATIIGGATATTTICTGTAACATATA
TCCTAGGCCAAACTAAAACGGCITJJAAATCGGATATTTCCTGTAACA- - TA

> > 0O 60 60O > 60 60O 60

-------------------------------------- TccTAfleccpacAArAclGCCTGAAATCGGATATTTCCRGTAARATHTA
----- AAATAT TCCTA!ICCAAACTAAAACIGCCTGAAA.GGATATTTICIGTAI!ATIT
AAITGT ------------------------------------------------------------------------ CCAAICTAAAICGGCITGAAATCGGITAITTCCTGTAACATAT—— ----------------------------------
AAATATE- - -CBATTTIABEECGT T THABT TTGCCTAGGACATBCCAAAAGT TCCCATCTTGTTAGGAACT - - == mmmmmmmmmmmmmmmmmmmemmeemeemeemeeceeceeceeceeeeaee----- -GN T - - - ---
---------------------- TICTAG AACTAAAA.GCC———————————————————————————
----- TCCJAGCCAAACTAAAACGGCCTGAAATCGJATATTTCCTGTAACATAT
----- ICCTAGG CAAAITAAAACGGCCTGAAITCGGATATTTCCTGTAICATAT -

CGTTTTAGTTTGCCTAGGATATACTAAAAGIT.CA.TTITTAGIAACT
GTTTTAGTTTGCCTIGGACATICTAAAIGTTCCTATCTTGTTAGGAACT

A
- -TTTTTTHA TG A TR T AT TR TG - - - - - -
AITTTITTTII— ----------

> O > > > >

------------------------------------------------------------ GroTTGARA BT - —TCCTAGGCCAAA TaaAaAClcccTGAA GIATATTT.TGTAACATATA
----- AfA ————————————————————————————————————————————————————————————————————————————TCI————ICAAA TAAAAC GCCTIAA TCGGATATTTCTTGTAACATATAR- - - ---T- -@T[B8- T
ATAT —CIATTTIA-CGTTTTAGTTTACCTAGGACATACCAAAAGTTC—TATCTTGTTAIGAACT ---------- TCCTAGGCCAAACTAAAARGGCCTGAAATCGGATATTTCCTGTAACATATA A.TTTTTTTT TRT
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d fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 O bcin.fa_aln.fa_cl.fe

divergence to consensus (%)
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TE: rnd_5 family 733

size: 349bp; fragments: 140; full length: 21 (>=314.1bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF3

ORF2

ORF1

200 400 600 800 1000




consensus before TEtrimmer (bp)
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