MKK4 and MKK5 are the upstream kinases activating MPK3 and MPK6 during abiotic and biotic stress-response

Abiotic stress
Synonyms:
CIPK1 = SnRK3.16
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Arabidopsis signalling

JAZ1 and JAZ4 repress the transcriptional function of ICE1

SPINDLY gene SPY is a negative regulator of GA signaling

CIR1 and SPFH are positive and PRR5 and SK12 are negative regulators of the cold response

JAMSs negatively regulate JA responses
JAZ10.4 binds to MYC2, MYC3, MYC4 and NINJA
The adaptor protein NINJA and the co-repressor TOPLESS
form a transcriptional repressor complex with COI1

JA also induces WRKY70, HY5, MYB102 and GH3.11/JAR1

TIFY8 interacts with TOPLESS through NINJA
NINJA represses JA signalling in the root.

COI1 may act as a repressor of BIK1 function

MEDS8, MED14, MED15, MED16, MED18, MED20a, MED25, MED31, and MED33A/B
are required for MeJA-induced expression of PDF1.2

Inositol polyphosphate and possibly InsP(5) contribute to COI1 function

CML42 up-regulation negatively regulated by COI1

AGB1 interacts with BIN2, but regulates the BR signalling in a BZR1-independent manner

phosphatidic acid regulates BZR1 activity

BIN2 is a negative regulator of BR pathway inhibiting BES1/BZR1

TWD1 interacts with the kinase domains of BRI1 and BAK1

DWF4, myb28, myb34, and myb122 are involved in brassinosteroid biosynthesis

http://www.ncbi.nlm.nih.gov/pubmed/20192752
http://www.ncbi.nim.nih.gov/pubmed/21554539

BRI1 regulated by PUB12- and PUB13-mediated ubiquitination.

2 _ phytosphingosine-1-phosphate is involved in the cold response methyl jasmonate . . . : BIN2 and BIL2 (GSK3-like kinases) are negative regulators of BR signaling.
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MKP1 is a negative regulator of MPK6-mediated PAMP
responses and is phosphorylated by MPK6.

WRKY52 involved in resistance to Ralstonia solanacearum  WRKY?70 involved in resistance to Erysiphe cichoracearum HopAl1 suppresses MPK3 and MPK®6 activation by bacterial flagellin
WRKY 11 and WRKY 17 are negative regulators of basal resistance to Pseudomonas HopF2 is a potent suppressor of MAPK) signaling activated by multiple MAMPs, including bacterial flagellin, elongation factor Tu, peptidoglycan, lipopolysaccharide and HrpZ1 harpin, and fungal chitin

NACO089 can regulate PCD PUB22 acts with PUB23 and PUB24 as a negative regulator of PAMP-triggered responses.
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ZED1 directly interacts with both HopZ1a and ZAR1



