Supplementary Information

Figure S1. Multiple amino acid sequence alignment of some WD40-repeat proteins.
Amino acids that are identical or similar are shaded in black or gray, respectively.
Gaps are shown as dashed lines. The proteins aligned are ArcA (Nicotiana tabacum,
D17526), AtArcA (Arabidopsis thaliana, U77381), RACK1 (Homo sapiens, BC035460),
OsRACKI1 (Oryza sativa, D38231) and ZmRACKI1 (Zea mays). The positions of GH
and WD dipeptides in each WD40 repeat are indicated by triangles and asterisks,
respectively, below the residues. Two internal sequences representing the PKC
binding domains are underlined. The amino acid sequences were aligned using the
CLUSTALW multiple alignment tool of the BioEdit Sequence Alignment Editor:
http://www.mbio.ncsu.edu/BioEdit/bioedit.html.

ArcA J IR . 1Ss : \ 59
AtArcA IVHESRHhSII i VG VAR REEE
RACK1 1 LM;I GH\,“\IE[AI [SEISROKM T T ETNEEI 58
0sRACK1 EAQFSL\L\.M“ mn\n YT\[\IPIH\H - S 70
ZmRACK 1 . . 70
ArcA 129
AtArcA GHS _SSDGQFALSGSWDC )LERC _ SVAFS[ID! SAS 128
RACK1 LEGHSHFVEDVVIISSDGAFALSGSWDGELRLWDLETG FVGHTKDVLSVAFSEDNRQ TVSESRDK TR
S8 OB TGHSHFVODVVLSSDGQFALSGSWDGELRLWDLE TG TTRRFVG /LSVAFSVDNRQTVSASRDETIREW
ZmRACK 1 LI&HSHF\QU\\LSSULQFKLSLSWUhkLRLHHL : FVGHBKDVLSVAFSVDNRQTVSASRDK TIREN]
L 3]
Al‘(‘.t\ R y J \ N . | ]q:)
AtArcA (LWNTLGECKYTIM ' i!wnglxh\u\l NCKLRETLE 195
RACK1 TKLWNTLGEHCKYTH WDLBVK VWNI \(hIKI\H[ 193
O O O [ K| WNTLGECKY T 188 “..,. WVSCVRFSPNTC 1 210
AL R 1] WNTLGECKYT T E8RREGGEGHNEWYSCVRFSPNTIRA : . @ 210
o

ArcA y 265
AtArcA y 265
RACK1 263
OsRACK1 y 280
ZmRACK1 y 280
ArcA LKQrsrus Y IO NRIY CTSLRWSADGSTLF ) ;HPEH- - 326

AtArcA LKAEAEKADNSGPAATISRKV 1) (SR INCER SN AT S S ENI N | 8 327

RACK1 D EVISIS —————————— RBEERCTSLAWSADGET LERGY VIIGTR— 317

0sRACK1 PEIP WS KNAIRY CTSLAWSADGSTLIE GESYAG 334

ZmRACK 1 I JISKNAIRRY CTSLEWSADGSTLAIGY TDGR SGEGYAG 334



Int. J. Mol. Sci. 2014, 15

S2

Table S1. Oligonucleotides primers used for various gene constructs and PCR.

Oligo names primer sequences Features

Primers for ZmRACK1

RK1 5'-AATCCCTCACAGCAACCAT-3'

RK2 5'-TCGACATCTAGCCTGCGTA-3'

RKr5 5'- GATGGATCGCTCTGCGCC-3' For real-time PCR
RKr3 5'-TAGCGGTTGGGCGAGAAGC-3' For real-time PCR

Primers for maize tubulin

Tu5
Tu3

5'-AACTGGGACGATATGGAGAA-3'
5'-CACTGGCGTATAGGGACAAC-3'

For real-time PCR
For real-time PCR

Primers for pathogenesis-related genes of maize

PR1-5
PR1-3
PR5-5
PR5-3

5'-CCTGGGTGTCCGAGAAGCA-3'
5'-ACAGCCGATGGCGGTGGAGT-3'
5'-CGGCAGCCAGGACTTCTA-3'
5'-GCCACAGGCATGGGTCT-3'

For real-time PCR
For real-time PCR
For real-time PCR
For real-time PCR

Primers used in yeast two hybrid

RACS 5'-CGGCAGTGAGAGCGATG-3'

RAC3 5'-AAGAGTCTGTGCTTTACG-3'

mRACS5 5'-ATGAGCGCGGCGGCGGCG-3'

mRAC3 5'-TTACGATGTGAAAGATCCGCTTCCACTGA-3'

SGT5 5'-TCTCGCCCAAGTCATCGT-3'

SGT3 5'-ACGGCAAGTAGCACTCAGACAC-3'

RARS 5'-ATGTCAACGACGACGGAGGC-3'

RAR3 5'-TCACACCGCATCAGCATTATG-3'

Primers for gfp

pG1 5'-CCCCCGGGATGAGTAAAGGAGAAGAA-3' Smal underlined
pG2 5'-GCGAGCTCTTATTTGTATAGTTCATC-3' Sacl underlined
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