Supplementary Table 2: Summary of CaMKII variants reported in human
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aReference genome used is NC_000005.9 (lossifov et al., 2014; Kiry et al., 2017; Study, 2017; Akita et al.,
2018: Chia et al., 2018; Brown et al., 2021), NC_000005.10 (Bufill et al., 2015; Fang et al., 2019) for

CAMK2A,




NC_000007.13 (lossifov et al., 2014; Kury et al., 2017; Study, 2017; Akita et al., 2018) for CAMK2B and
NC_000010.10 (De Ligt et al., 2012; Study, 2017) for CAMK2G

bTranscript reference sequence used is NM_171825.2 (Kiiry et al., 2017; Study, 2017; Brown et al., 2021),
NM_015981.3 (Akita et al., 2018) for CAMK2A, NM_172079.2 (lossifov et al., 2014; Kury et al., 2017),
NM_001220.4 (Study, 2017; Akita et al., 2018) for CAMK2B and NM_172171.2 (De Ligt et al., 2012),
NM_172169.2 (Study, 2017) for CAMK2G

°Protein reference sequence used is NP_741960.1 (Kiry et al., 2017; Study, 2017; Brown et al., 2021),
NP_057065.2 (Akita et al., 2018), Q9UQM?7-2 (Chia et al., 2018) for CaMKIla, NP_742076.1 (lossifov et al.,
2014; Kdiry etal., 2017), NP_001211.3 (Study, 2017; Akita et al., 2018) for CaMKIIB and NP_751911.1 (De Ligt
etal., 2012), NP_751909.1 (Study, 2017) for CaMKIIy

Abbreviations: AD-Alzheimer’s Disease, DD-Developmental Disorder, ID-Intellectual Disability, MCI-Mild
Cognitive Impairment, NDD-Neurodevelopmental Disorder, SCZ-Schizophrenia, SNP-Single Nucleotide
Polymorphism



