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Table S3: The guard cell abscisic acid signaling network (ABA)

(Based on Refs. [1, 2])

ABA . SphK ABA & pHc
ABA X, 08T1 ABA & RON1
ABA X PLC ABA & InsPK
ABA —  PEPC ABA - Malate
ABA = RAC1 SphK S1P
S1P X, GPAlL GPA1 & PLD
PLD X PpA PA & ROP2
PA =, ABIl pHc == Atrboh
pHc X, ABII pHec = H+ATPase
pHc 2+, AnionEM pHc X, KOUT
pHc ~,  KAP 0ST1 £ Atrboh
ROP2 & Atrboh | Atrboh & ROS
ABI1 —  Atrboh ABI1 —  AnionEM
ABI1 = RACI1 ROS = ABI1
ROS =, H+ATPase| ROS =  CaIM
ROS — KOUT |H+ATPase —  Depolar
Ca2+-c =, H4+ATPase| Ca2+c NOS
Ca2+c X PLC Ca24c 5 Ca2+ATPase
Ca2-+c 2, AnionEM Ca2+c =, KEV
Ca2+c 2, Depolar Ca2+c — KAP
Ca2+c =  Actin RCN1 . NIA12
NIAl2 & NO N NO
NO X Ge NO &  ADPRc
NO — KOUT GC . ¢cGMP
ADPRc - CcADPR | cADPR & CIS
cGMP & CIS PLC &  InsP3
msP3 5 IS InsPK &5 InsP6
InsP6 & CIS CIS 5 Ca2+c
Ca2+ATPase —  Ca2+c CalM & Ca2+c
AnionEM -5  Depolar | AnionEM —  Malate
AnionEM & Closure KEV =+, Depolar
Depolar —  CalM Depolar - KOUT
Depolar X, KAP KOUT —  Depolar
KOUT F. Closure KAP X, Closure
PEPC 2, Malate Malate — Closure
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(Table S3 continued)
RAC1 —  Actin ‘ Actin = Closure
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