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Table S1. GWAS characteristics of psychiatric and somatic phenotypes, summary statistics of which were used to construct PRS

Method of

Glycated hemoglobin

Total triglycerides

Multiple sclerosis

Narrow coronary artery disease
Broad coronary artery disease

Low density lipoprotein cholesterol
High density lipoprotein cholesterol
Migraine

GWAS characteristics Cases/Controls Ethnic origin o References
phenotyping
Major depression from PGC 45,396/97,250 European SDl and EMR [11
Major depression from UK Biobank 16,301/329,443 S:;g{;h G e Electronic SDI [2]
Minimal phenotype of depression from British of European -
UK Biobank 113,262/219,360 origin Minimal phenotype [2]
Meta-analysis of depression from PGC Minimal phenotype,
and UK Biobank 170,756/329,443 European SDI, EMR [3]
Major depression from CONVERGE 5,303/5,337 Han Chinese spl 4]
consortium
Bipolar disorder from PGC 20,352/31,358 European SDI, EMR [5]
Schizophrenia from PGC 2™ wave 11,260/24,542 European SDI [6]
) ) 80% European
rd !
Schizophrenia from PGC 3 wave 67,390/94,015 20% East Asian SDI [71
Anxiety d|§orQers from PGC (categorical 20,352/31,358 European DI 8]
and quantitative)
Neuroticism 63,661 European Psychometrics scales* [91
Omega-3 fatty acids
Type 2 diabetes mellitus
Ischemic stroke
Crohn's disease
BMI
Alzheimer's disease
Total cholesterol
Rheumatoid arthritis
Irritable bowel syndrome 337,151 European EMR [10]

Note: SDI — structured diagnostic interview, EMR — electronic medical record; *Psychometrics scales: NEO Personality Inventory, Eysenck Personality

Questionnaire, International Personality Item Pool inventory, Cloninger’s Tridimensional Personality Questionnaire, Multidimensional Personality

Questionnaire, EPQ Revised Short Form.
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donosIHNTeNbHble MaTepuabl.

Tabnuua S1.
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leHeTUYecKHMe accounaL M aHrea0HUN: HOBbIE acneKTbl B3aMMOCBA3U NMCUXNYECKNX
U COMaTUYECKUX paCCTp017|CTB
EBreHun KacbaHos, Japba NMrMHaxuHa, Anekcanpp PakutbKko, EkKaTepuHa Bepracosa, J,aHaT EpmakoBuy,

Fpuropui PykaBuwwHUKOB, JTapuca Manbiwko, ipocnas NMonos, EneHa KoBaneHKo, AHHa UnbuHcKas, AHHa Kum,

Hukonan MnotHukos, Hukonan HesHaHoB, Banepuit MabuHckun, Anekcaugp Kuburos, NaninHa Maso

Ony6siMKoBaHa OHMaWH: MoHb 2023

3710 npuaoXeHne ABNAeTCA YacTbro I/ICXO,CI,HOI?I CTaTbW.

|_|pVI}'IO)KEHVIe I'Iy6}'II/IKyETCF| B TOM B1Ae, B KAKOM OHO 6b110 npegocrtaB/ieHO aBTOPaMu.

Ta6n|/|L|,a S1. XapaI(TepI/ICTI/IKVI GWAS ncnxmaTpuyeckmnx m comaTnvecknx q)eHOTI/II'IOB, CBOAHAas CTaTUCTUKA KOTOPbIX

ncnonb3oBaHa Ana onpeaeneHuns PRS

XapaKkTepncTuku GWAS Yucno cnyuaes/ JTHUYecKoe MeTop CcbliKa Ha
KOHTPOJIbHasA rpynna npoucxoxxaeHue ¢peHOTUNMpPOBaHMSA NCTOYHUK
BobLIoe AeMpecciBHOe PaCCTPONCTBO | 45 396/97 250 EBponeiickoe SDIn EMR 0]
no AaHHbIM PGC
BonbLuoe genpeccrBHOe paccTPOCTBO e
Aenpec P P 16301/329443 eBponerickoro SnekTpoHHoe SDI [2]
no gaHHbIM UK Biobank
NMPOUCXOXAEHS
MuHVManbHbIV deHOTUN Aenpeccun No bpuranel MUHMMaNbHbI
! Aenp 113262/219360 eBpONeVickoro [2]
AaHHbIM UK Biobank deHoTUN
MPOVICXOXAEHNS
MeTaaHanus genpeccnu no gaHHbIM PGC . MWHUMaNbHbIN
1 UK Biobank 170756/329443 EBponeiickoe beroTun, SDI, EMR [3]
Bonbluoe genpeccrBHOe PacCTPORCTBO XaHbckoe
no AaHHbIM KoHcopumyma CONVERGE 2303/5357 (knTarckoe) S (4]
ﬁgg‘”‘"p”oe PAaccTpONCTBO MO AAHHEIM | 51 355/31 358 Esponeiickoe SDI, EMR (5]
Lnsopperis no AarkeiM PGC, 11260/24542 EBponeiickoe spl 6]
nccnefoBaHms 2-1i BOMHbI
80 % nun,
eBporeickoro,
ML e pERL R 0 RIS (A 67390/94015 20 % AuL, BocTouHo- | SDI 71
nccnefoBaHus 3- BOMHbI
asnaTckoro
NPOUCXOXAEHMSA
TpeBOXHble paccTpolicTBa No
JaHHbIM PGC (kaTeropmanbHble n 20352/31358 EBponerickoe SDI [8]
KONNYeCTBEHHbIE)
HeBpoTunyeckne yepThbl 63661 EBponerickoe Echlgﬁit;ieTpmqecme [9]
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YpoBeHb oMera-3 XUpPHbIX KUCI0T

YpoBeHb 06LLero xonecrepmHa

XonectepyH NMNONpPoTENHOB HN3KOW

XonectepyH MNONPOTENHOB BbICOKOM

CaxapHblli gnabet 2-ro Tmna
Niwemnuecknin nHcyneT
bonesHb KpoHa

MT

BonesHb AnbLrelimepa

PeBMaTOVAHBIA apTpuUT

CUHAPOM pasApaXKeHHOro KMLeYHKa
[ NMKMPOBaHHbIA remMornobuH

O6LWKMiA ypoBEHb TPUMINLLEEPUAOB
PaccesiHHbIN ckepo3

Nwemnueckas 6onesHb cepaua, y3kui
NMOWCKOBbIN 3anpoc

Mwemunyueckas 6one3Hb cepaua,
LUINPOKMIA MONCKOBbIV 3anpoc

337151

MAOTHOCTU

NJI0THOCTA
MurpeHb

Esponerickoe

EMR [10]

MpumeyaHue: SDI — CTPyKTypUpPOBaHHbIV AnarHocTnyeckunii onpoc (structured diagnostic interview), EMR — 31eKTpoHHasa MeAMLIMHCKas KapTa
(electronic medical record); *McmnxomeTpuyeckme Lwkanbl: JIMYHOCTHBIA oNPOocHUK NEO, JIMYHOCTHBIV ONPOCHUK A3eHKa, MexayHapoAHbIi Habop
NMYHKTOB A/19 OLeHKM INYHOCTU, TpexoceBom TMHYHOCTHbIV ONPOCHUK KNoHWHrepa, MHOrooceBom IMYHOCTHBIV OMPOCHUK, [epecMoTpeHHbI
KpaTKniA onpocHuK EPQ.
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