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Table S1. General characteristics and major outcomes of the included studies.
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Table S2. General characteristics of genes and SNPs whose variations are associated with sleep disorders in patients with schizophrenia. With * is indicated the gene that

is not associated with a drug-induced sleep disorder.

Gene Chromosome Category Protein Function SNP Position Functional Alleles MAF
Consequence
CLOCK 4 Protein Circadian Transcription factor that ~ rs2412646 55452605 intron T/C 0.39
Coding Locomotor controls its own and variant, 3 (T)
Output  Cycles other genes’ prime UTR
Kaput transcription, variant
collectively known as rs1801260 55435202 intron A/G 0.23
“clock-controlled variant, 3 G)
genes.” prime UTR
variant
rs2412646-
rs1801260
haplotype
MTNR1A* 4 Protein Melatonin G protein-coupled rs2119882 186555751 upstream T/C 0.47
Coding Receptor type 1 receptor which activates variant 2KB ©
multiple  intracellular
signaling pathways
GNB3 12 Protein G-protein B3 Couples with membrane rs5443 6845711 synonymous C/T 0.49
Coding subunit receptors forming G variant ©)
protein-coupled
receptors and functions
as transduction mediator
in intracellular signaling
pathways
BTBD9 6 Protein BTB (POZ) Unknown function. rs9357271 38398097 intron variant T/C 0.44
Coding domain- Probably implicated in (T)
containing 9 transcription repression, rs3923809-
protein cytoskeleton regulation, rs9357271
tetramerization, and haplotype
gating of ion channels
TH 11 Protein Tyrosine Catalyzes the conversion 1rs6356 2169721 missense C/T 0.43
Coding hydroxylase of the amino acid L- variant (T)

tyrosine to
dihydroxyphenylalanine
(DOPA) thus promoting
dopamine production
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HNMT

Protein
Coding

Histamine N-
Methyltransferase

Inactivates histamine by
N-methylation. Plays an
important  role  in
degrading  histamine
and in regulating the
airway response  to
histamine.
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