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Supplemental	
  Figure	
  2.	
  Iden@fica@on	
  of	
  differen@ally	
  expressed	
  genes.	
  Venn	
  diagram	
  
showing	
  the	
  number	
  of	
  genes	
  iden@fied	
  as	
  differen@ally	
  expressed	
  by	
  three	
  sta@s@cal	
  
tests	
  (GP2S,	
  T2	
  and	
  F	
  test).	
  The	
  numbers	
  in	
  red	
  indicate	
  the	
  number	
  of	
  clearly	
  non-­‐
differen@ally	
  expressed	
  genes	
  (i.e.	
  false	
  posi@ves)	
  in	
  each	
  group.	
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Supplemental	
   Figure	
   3.	
   Comparison	
   of	
   gene	
   expression	
   in	
   this	
   study	
   and	
   literature	
   a3er	
   B.	
  
cinerea	
   infec9on.	
  A)	
  Expression	
  profiles	
  of	
  four	
  genes	
  differen9ally	
  expressed	
  during	
  infec9on	
  
in	
   the	
   literature	
   but	
   ranked	
   below	
   the	
   GP2S	
   cut-­‐off	
   in	
   our	
   study.	
   	
   	
   B)	
   Expression	
   of	
   genes	
  
upregulated	
  in	
  the	
  literature	
  but	
  not	
  differen9ally	
  expressed	
  in	
  this	
  study.	
  C)	
  Expression	
  profiles	
  
during	
  B.	
  cinerea	
  infec9on	
  for	
  genes	
  regulated	
  in	
  opposite	
  direc9ons	
  in	
  the	
  literature	
  and	
  this	
  
study.	
   D)	
   RT-­‐PCR	
   analysis	
   of	
   two	
   of	
   these	
   genes	
   using	
   the	
   same	
   RNA	
   as	
   used	
   for	
   the	
  
microarrays.	
  Green	
  –	
  mock	
  inoculated,	
  Red	
  –	
  Infected	
  samples.	
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Supplemental	
  Figure	
  4.	
  Time	
  series	
  expression	
  profiles	
  of	
  the	
  9838	
  differen&ally	
  
expressed	
  genes	
  during	
  infec&on	
  clustered	
  using	
  Splinecluster.	
  Each	
  row	
  
represents	
  an	
  individual	
  gene	
  with	
  the	
  heat	
  map	
  indica&ng	
  level	
  of	
  expression.	
  
Red	
  =	
  high	
  expression,	
  Green	
  =	
  low.	
  The	
  rela&onship	
  between	
  clusters	
  is	
  shown	
  
on	
  the	
  right.	
  On	
  the	
  leK	
  clusters	
  with	
  par&cular	
  paLerns	
  of	
  expression	
  have	
  
been	
  highlighted:	
  E,	
  rela&vely	
  early	
  change	
  in	
  expression;	
  L,	
  rela&vely	
  late	
  
change	
  in	
  expression;	
  T,	
  transient	
  change	
  in	
  expression.	
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Supplemental	
  Figure	
  5.	
  Iden8fica8on	
  of	
  genes	
  poten8ally	
  regulated	
  by	
  
TGA3	
  during	
  B.	
  cinerea	
  infec8on.	
  Venn	
  diagram	
  showing	
  number	
  and	
  
overlap	
  of	
  genes	
  differen8ally	
  expressed	
  in	
  tga3-­‐2	
  compared	
  to	
  
wildtype	
  aMer	
  infec8on	
  with	
  B.	
  cinerea	
  or	
  mock	
  inocula8on,	
  and	
  the	
  
9838	
  genes	
  differen8ally	
  expressed	
  in	
  the	
  B.	
  cinerea	
  8me	
  series.	
  	
  



Supplemental	
   Figure	
  6:	
  Expression	
  of	
  TGA3	
   in	
  wildtype,	
   tga3-­‐2	
   and	
   tga3-­‐3.	
   The	
  first	
  
and	
  second	
  bands	
  represent	
  PCR	
  products	
  obtained	
  at	
  30	
  and	
  40	
  amplificaFon	
  cycles	
  
respecFvely.	
  i-­‐iii	
  represent	
  separate	
  biological	
  replicates.	
  RelaFve	
  expression	
  of	
  TGA3	
  
in	
  T-­‐DNA	
   inserFon	
   lines	
  tga3-­‐2	
  and	
  tga3-­‐3.	
  Three	
  biological	
   replicates	
  are	
  presented	
  
to	
  illustrate	
  the	
  variaFon	
  in	
  expression	
  of	
  TGA3	
  in	
  the	
  tga3-­‐3	
  line,	
  which	
  ranged	
  from	
  
complete	
  disrupFon	
   in	
  expression	
   to	
  no	
  difference	
  compared	
  with	
  wild	
   type	
   (Col-­‐0).	
  
The	
  parent	
  line	
  of	
  these	
  biological	
  replicates	
  was	
  previously	
  confirmed	
  as	
  homozygous	
  
by	
  SALK	
  T-­‐DNA	
  PCR.	
  tga3-­‐2	
  exhibited	
  consistent	
  decreased	
  expression	
  relaFve	
  to	
  Col-­‐0	
  
in	
   all	
   three	
   replicates.	
   AcFn	
   was	
   also	
   amplified	
   as	
   an	
   internal	
   control	
   to	
   allow	
  
comparison	
  of	
  template	
  concentraFon.	
  	
  



AGI
TAIR9 gene 

name
Literature 
reference*

Ranking in 
GP2S test Expression profile

At5g59820 RHL41 1 57 upregulated in literature and this study
At4g11280 ACS6 1 182 "
At1g27730 STZ 1 255 "
At3g28210 PMZ 1 531 "
At5g47230 ERF5 1 541 "
At5g04340 ZAT6 1 632 "
At3g15210 ERF4 1 797 "
At3g23240 ERF1 1 860 "
At4g06746 RAP2.9 1 982 "
At2g23320 WRKY15 1 1056 "
At1g62300 WRKY6 1 1404 "
At2g31230 ATERF15 1 2251 "
At4g17490 ATERF6 1 2307 "
At3g04720 PR4 1 2753 "
At2g40140 CZF1 1 2937 "
At5g05730 ASA1 1 3085 "
At3g16720 ATL2 1 3435 "
At4g19700 BOI1 4 4133 "

At2g42360

zinc finger 
(C3HC4-type 
RING finger) 
family protein 1 4759 "

At1g18570 MYB51 1 4777 "
At5g46350 WRKY8 5 4867 "

At4g39780

AP2 domain-
containing 

transcription 
factor, putative 1 5567 "

At3g06490 MYB108 3 5780 "
At4g39030 EDS5 1 6059 "
At3g55980 SZF1 1 6887 "

At4g27470

zinc finger 
(C3HC4-type 
RING finger) 
family protein 1 7655 "

At1g06160 ORA59 2 8341 "
At1g06180 ATMYB13 1 9980 "
At2g31180 MYB14 1 12616 "
At5g47220 ERF2 1 13976 "
At5g42650 AOS 1 16308 "
At2g46680 ATHB-7 1 13220 downregulated in literature and this study

At1g76680 OPR1 1 20467
upregulated in literature, no differential 

expression in this study
At2g30250 WRKY25 1 21871 "

At5g26930

zinc finger (GATA 
type) family 

protein 1 27526 "

At1g01720 ATAF1 6 2729
Opposite profiles - upregulated in this study, 

downregulated in the literature

At3g45140 LOX2 1 5650
Opposite profiles - downregulated in this 

study, upregulated in the literature
At3g56400 WRKY70 1 5767 "
At2g44950 HUB1 7 7831 "
At1g68840 RAV2 1 8893 "
At4g23810 WRKY53 1 9656 "

Supplemental Table 1. Comparison of gene expression profiles following B. cinerea infection from the literature 
and this study. Genes identified as differentially expressed in a transcriptome study (ref. 1) were used along with 
additional genes shown to play a role in defence against B. cinerea. 6 genes from the initial work (1) were not 
present on the CATMA arrays used in this study. The ranking of each gene from the GP2S test is given along with 
the type of differential expression seen for each gene.

*1: AbuQamar et al. Plant J. 2006 48:28-67, 2: Pre et al. 2008 Plant Physiol. 147:1347-1357, 3: Mengiste et al. 
2003 Plant Cell 15:2551-2565,   4: Luo et al. 2010 Plant Physiol. DOI:10.1104/pp.110.163915, 5: Chen et al. 
2010 MPMI 23:558–565, 6:Wang et al. 2009 MPMI 22:1227–1238, 7: Dharwan et al. 2009 Plant Cell 
21:1000–1019



Name ATG Name ATG Name ATG
4CL3 AT1G65060 F3H AT3G51240 PIF7 AT5G61270
ABF1 AT1G49720 FLS2 AT5G46330 PR1 AT2G14610
ABI1 AT4G26080 GSTU10 AT1G74590 PROPEP1 AT5G64900
ABI2 AT5G57050 GSTU19 AT1G78380 PYL8 AT5G53160
ABR1 AT5G64750 GSTU24 AT1G17170 PYL9/RCAR1 AT1G01360
ACS2 AT1G01780 GSTU25 AT1G17180 PYR1 AT4G17870
ACS6 AT4G11280 GSTU3 AT2G29470 RAP2.2 AT3G14230
ADS1 AT1G06080 GSTU7 AT2G29420 RGLG1 AT3G01650
ANAC002/ATAF1AT1G01720 GSTU8 AT3G09270 RGLG2 AT5G14420
ANAC019 AT1G52890 GUN4 AT3G59400 SNG1 AT2G22990
ANAC055 AT3G15500 HEME1 AT3G14930 SNRK2.3 AT5G66880
ANAC081 AT5G08790 HEME2 AT2G40490 STY1 AT3G51060
ANAC092 AT5G39610 HUB1 AT2G44950 TGA2 AT5G06850
AOC4 AT1G13280 ICS1 AT1G74710 TGA3 AT1G22070
ARATH17 AT2G45220 JAZ1 AT1G19180 TGA5 AT5G06960
ASA1 AT5G05730 JAZ5 AT1G17380 TGA6 AT3G12250
ASB1 AT1G25220 LDOX AT4G22880 TMAC2 AT3G02140
AtERF15 AT2G31230 LOX2 AT1G55020 UGT71B6 AT3G21780
ATG18a AT3G62770 LOX3 AT1G17420 VSP1 AT5G24780
ATG7 AT5G45900 LOX4 AT1G72520 VTC5 AT5G55120
ATG8a AT4G21980 MAM1 AT5G23010 WRKY18 AT4G31800
ATG8b AT4G04620 MKS1 AT3G18690 WRKY3 AT2G03340
ATGRXS13 AT1G03850 MPK3 AT3G45640 WRKY33 AT2G38470
AtLtpV.2 AT3G53980 MPK4 AT4G01370 WRKY4 AT1G13960
AtLtpV.3 AT5G05960 MPK6 AT2G43790 WRKY40 AT1G80840
AtNUDT4 AT1G18300 MYB108 AT3G06490 WRKY46 AT1G62300
AtPUX1 AT3G27310 MYB13 AT1G06180 WRKY53 AT4G23810
AtXYP1 AT5G64080 MYB2 AT2G47190 WRKY60 AT2G25000
AtXYP2 AT2G13820 MYB28 AT5G61420 WRKY70 AT3G56400
AZF2 AT3G19580 MYB29 AT5G07690 WRKY75 AT5G13080
BAK1 AT4G33430 MYB46 AT5G12870 WRKY8 AT5G46350
BCAT4 AT3G19710 MYB51 AT1G18570
BIK1 AT2G39660 MYB54 AT1G73410
BRI1 AT4G39400 MYB80 AT5G56110
BRL3 AT3G13380 MYC2 AT1G32640
CCA1 AT2G46830 NF-­‐YA4 AT2G34720
CERK1 AT3G21630 NF-­‐YB3 AT4G14540
CeSA1 AT4G32410 NF-­‐YB4 AT1G09030
CeSA3 AT5G05170 NF-­‐YC2 AT1G56170
CYP707A3 AT5G45340 NPR1 AT1G64280
CYP71A13 AT2G30770 NPR3 AT5G45110
CYP79F2 AT1G16400 OBP1 AT3G50410
CYP83A1 AT4G13770 OBP2 AT1G07640
EBF2 AT5G25350 OBP3 AT3G55370
EDS5 AT4G39030 ORA59 AT1G06160
ERF1 AT3G23240 PAD3 AT3G26830
ERF4 AT3G15210 PCC1 AT3G22231
ERF5 AT5G47230 PEN1 AT3G11820
ERF6 AT4G17490 PIF3 AT1G09530

Supplemental	
  Table	
  2:	
  AGI	
  identifiers	
  for	
  all	
  genes	
  mentioned	
  by	
  name	
  in	
  the	
  text.	
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