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1 i REEKDKAKRWE LEN ELVADENGKSIPIRSFSPEQILKAT
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* 80 * 100 * 120
INFDSSCEVSQDMYYKWYRGEIEDRSYMIKRFSEDEITGERHRVEEVYNDIVLSARMSNHS
INEFDSSCEVSQDMYYKWYRGEIEDRSYMIKRESEDEITGERHRVEEVYNDIVLSARMSNHS
INEFDSSCEVSQDMYYKWYRGEIEDRSYMIKRESEDEITGERIRVEEVYNDIVLSARMSNHS
INEDSSCEVSQDMYYKWYRGEIEDRSYMIKRESEDEITGERIRVEEVYNDIVLSARMSNHS
INEFDSSCEFVSQDMYYKWYRGETIEDRSYMIKRFSEDEITGERHRVEEVYNDIVLSARMSNHS]
INEFDSSCEFVSQDMYYKWEFRGEIEDRSYMIKRFSEDEITGERHRVEKEVYNDIVLSARMSNHS]
INEFDSSCEFVSQDMYYKWYRGETIEDRSYMIKRFSEDEITGERHRVEEVYNDIVLSARMSNHS]
INFDSSCFVSQDMYYKWYRGETIEDRSYMIKRFSEDEITGERHRVEEVYNDIVLSARMSNHS]
INFDSSCFVSQDMYYKWYRGETIEDRSYMIKRFSEDEITGERHRVEEVYNDIVLSARMSNHS]
NFDSSCFVSQDVYYKWYRGEIEDRSYMIKRFSEDEITGKRHRVKEVYNDIVLSARMENHS
INEFDSSCEFVSQDMYYKWYRGETIEDRSYMIKRFSEDEITGERHRVEEVYNDIVLSARMSNHS]
INFDSSCFVSQDMYYKWYRGETIEDRSYMIKRFSEDEITGERHRVEEVYNDIVLSARMSNHS]
INFDSSCFVSQDMYYKWYRGETEDRSYMIKRFSEDEITGERHRVEEVYNDIVLSARMSNHS]
INFDSSCEFISEDIRYYKWYRGRIEDRSYMIKKFESEDVTG]

GxGxxG VAVK

* 140 * 160 * 180
NFLPLLGCELEFPFPVLVFEFAEHGAMNQRGGVIEVNGEESLLPWSVRLKIGKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKI GKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKI GKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNORGG ILVNGEESLLPWSVRLKIGKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKI GKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKIGKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKIGKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKIGKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKIGKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKIGKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKIGKEIANAVTY
NFLOLLGCELEFPFPVLVFEFAEHGAMNQRGGVIVNGEESLLPWSVRLKI GKEIANAVTY
INFLOLLGCELEFPFPVLVFEFABMGALNORGG IMVNGEENLLPWSVRLK I GKETANAVSY
INFLEALLGCELEFPFPVLVFEFABNGHLNERGG IR -

* 200 * 220 * 240
LHPAFPKIIITHRDVEKPMOVELDENWTAKLSDLEFSISLPEEKSRIEAENVLGTEGY IDPLY
LHEAFPKITITHRDVKPMHVFLDENWTAKLSDLE@FSTISLPEGKSRIEAEWVLGTFGYIDPL
LHEAFPKITTHRDVKPMHVEFLDENWTAKLSDLAFSISLPEGKSRIEAEWVLGTEFGY IDPL
LHEAFPKITTHRDVKPMHVFLDENWTAKLSDLEFSISLPEGKSRIEAEWVLGTEFGY IDPL
LHPAFPKIIITHRDVEKPMOVELDENWTAKLSDLEFSISLPEEKSRIEAEWNVLGTEGY IDPLY
LHEAFPKITITHRDVKPMHVFLDENWTAKLSDLE@FSTISLPEGKSRIEAEWVLGTFGYIDPL
LHEAFPKITTHRDVKPMHVEFLDENWTAKLSDLAFSISLPEGKSRIEAEWVLGTEFGY IDPL
LHEAFPKITTHRDVKPMHVFLDENWTAKLSDLEFSISLPEGKSRIEAEWVLGTEFGY IDPL
LHEAFPKITTHRDVKPMHVFLDENWTAKLSDLE@FSISLPEGKSRIEAEWVLGTFGY IDPL
LHEAFPKITTHRDVKPMHVFLDENWTAKLSDLEFSISLPEGKSRIEAEWVLGTFGY IDPL
LHEAFPKIIIHKDVKPMHVELDENWTAKLSDLEFSISLPEGKSRIEAEWVLGTFGY IDPL
LHFAFPKIITHRDVKPMHVFLDENWTAKLSDLEFSISLPEEGKSRIEAEWVLGTFGYIDPLY

INFPKIITHRDVKPMHVELDENWTAKLSDLEFSISLPECGKSRIEAEWVLGTFGYLDPL
&I IGTFGYLDPL
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238
238
238
238
240
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* 260 * 280 * 300

Col-0 HEYHRTEFVTEYTDVY SFGICELVIITGKPATMTESDGDEQGILSEVRELEENGKLDEV T D Pjasls
Bay-0 H Y HEKTEEVTEYTDVYSFGICELVIITGKPATMTESDGDEQGILSEVRELEENGKLDEV I D Py
Bil—=5 Y HKTEFVTEYTDVYSFGICELVI I TGKPATMTESDGDEQGT LSEVRETLEENGKTL.DEV T D Fjeack]
Br-0 HEYHKTEFVTEY TDVY SFGICELVIITGKPATMTESDGDEQGILSEVRELEENGKLDEV T D PJasls
Gl B Y HKTCFVTEYTDVYSFGICELVI ITGKPATMTESDGDEQGILSEVRELEENGKLDEV I DAtk
Cvi-0 HEYHRTEFVTEYTDVYSFGICELVIITGKPATMTESDGDHOGILSEVRELEENGKLDEV T D PJaeks
Ei-2 B Y HKTEFVTEY TDVY SFGICELVI ITGKPATMTESDGDEQGILSEVRELEENGKLDEV I D Pjeask
Est-1 Y HKTEEVTEYTDVYSFGICELVIITGKPATMTESDGDEQGILSEVRELEENGKLDEV I D PJaasls
Kas-1 HE Y HRTEFVTEYTDVY SFGICELVIITGKPATMTESDGDEQGILSEVRELEENGKLDEV T D Pjaels
Lp2-2 HE Y HETEEVTEYTDVY SFGICELVIITGKPATMTESDGDEQGILSEVRELEENGKLDEV I D Pyeasls
Nd-1 Y HKTCFVTEYTDVYSFGICELVI I TGKPATMTIESDGDEQGT LSEVRETLEFENGKTL.DEV T D Fjeack]
Zdr-1 : YHKTCFVTEYTDVYSFGICLLVIITGKPEIMTISDGDLQGILSLVRELCENGKLDEVID' : 298
Alyrata : YHKTSFVTEYTDVYSFGICELVILTGKPAIITISDGDLQGILSY (&7 CENGKLDEV I DPJEEEely

Brapa Y HATFVTEY TDVYSFGICELVLVTGKE & G z 296

i 320 5 340 *
RLMKDITSEQREQVEACVMLALRCCKERDEDRPKMIQVAKELK@TEASLKNS SHECINE
HERTMKDTTSEQREQVEACVNMLALRCCKERDEDRPKMTQVAKELKOTEASTKNS SIS0
HER T MKDTTSEOREQVEACVMLALRCCKERDEDRPKMTQVAKELKOTEASLKNS SEHECISHE
BT MKDITSEOREQVEACVMLALRCCKERDEDRPKMIQVAKELKQTEASTLKNS SN
RLMKDITSEOREQVEACVMLALRCCKERDEDRPKMIQVAKELKQ T EASLKNS SEECENE
HIR T MKDITSEOREQVEACVMLALRCCKERDEDRPKMIQVAKELKQIEASLKNS SEEECENE
MR T MKDITSEOREQVEACVMLALRCCKERDEDRPKMIQVAKELKOTEASLKNS S-ECISN
: RLMKDITSEQRLQVEACVVLALRCCKERDEDRPKMIQVAKELKQIEASLKNSS z 351
RLMKDITSEQREQVEACVMLALRCCKERDEDRPKMIQVAKELK@TEASLKNS SHECINE
HERTMKDTTSEQOREQVEACVNLALRCCKERDEDRPKMTQVAKELKOTEASTKNS SHECISHE
HR T MKDTTSEOREQVEACVMLALRCCKERDEDRPKMTQVAKELKOTEASLKNS SEHECISH
HIRT MKDITSEOREQVEACVMLALRCCKERDEDRPKMIQVAKELKQTEASTLKNS SN

Figure S12. Alignment of the 12 different RKS1 protein sequences from A. thaliana and
putative RKS171 orthologous from Arabidopsis lyrata and Brassica rapa subsp.
pekinensis. The major domains in the kinase catalytic core of kinase proteins described in
Figure S6 are underlined in red. Numbering corresponds to the amino acid sequence. Every
tenth residue in RKS1 is marked by *. A. lIyrata NCBI Reference Sequence:
XM _002878122.1. Brassica rapa subsp. pekinensis Sequence ID: gb|AC232509.1]



http://www.ncbi.nlm.nih.gov/nucleotide/199580111?report=genbank&log$=nuclalign&blast_rank=1&RID=G27AW8ZK01R

