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JlTabopaTopmna MMMYHHbIX 3aboneBaHN YeNoBEKaA
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Mbl NOCTaBU/IN LLENb U3YYUTb KAPTUHY TPAHCKPUNUUKN Npu peBmatTonagHom aptpute (PA),
4yToObIl NyYLle NOHATb MeXaHU3Mbl 3TOro 3aboneBaHusa. U3 buoncmm cMHOBMAIbHOM TKAHU U3
KoNeHHbIx cycTaBoB nauneHToB ¢ PA (N=18) nam octeoaptpmutom(OA) (N=3) cekBeHMnpoBanu

o4HOAOEPHbIX KNneTok nepudepundeckon kKposun (PBMC), uto npeacrasneHo B Buae matpuubl 3y I i I

PHK oAMHOYHbIX KNeTOK AnAa npoBeaeHnUA KOIMYeCTBEHHOro aHa/1in3a 3KCnpeccun reHos

Zhang, Slowikowski, Fonseka, Rao, Wei et al, Nature Immunology 2019

Cell quality assessment
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Result: All cells < 3% mito reads
Conclusion: High quality
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3Kcnpeccuu reHos ¢ 32,391 reHamum 1 5,265 Knetkamm.

SMTB

hhmi

Key Differentially Expressed Genes

%/\“«\

= RA
© = OA

Mean UMI count

<ﬂ9“ «&\

G

KauecTBo BbibOpa reHOB Bbille, YeM Y COBPEMEHHbIX meToA0B Seurat
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Comparison of vst-like methods for choosing variable genes
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Comparison of variance measures for choosing variable genes

seur 16med 2mean 4mean jinny nzm?2

81 899 63 24243 1219

66.13% 61.82% 67.24% 37.95%  52.78%

JleceHOa (MempuKa 0718 Kax0oz20 eeHa) 2,4: obo3Hayaem * bili; e: # aKkcrnipeccupyrowuecs Knemku, em: CpeOHAA 3KCNPeCccus; enzm: cpeOHAA HeHyn1e8as 3KCNPeCccus;
Pow: SD " N-oe; original: (cpeOHee 3HayeHue aKkcripeccuu) * 2; seur: Seurat's (cpedHee 3HayeHue sKkcripeccuu) * 2; 30 6an108 yKazbieaem Ha 0010 oucrnepcuu, med:
MeOUaHHOe 3Ha4YeHue 3KCrpecuu; jinny: mepa 3KOHOMUYECK020 HepaseHcmeaa3aguKcuposaHHyto 8 30 nyywux PC ¢ ucnone3osaHuem kKaxool mempuku VST,

KNacTepmn3auma PasHbIX TUMNOB KNETOK
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Konn4yecTBeHHbIN aHa/IN3 3KCNPECCUUN TeHOB

XBP1 expression
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[unnomes3a: 0OHOHYK/eoMuOHbIe 3aMEeHbl Yauie 8cmpevyaromcs
8 MPOMOMOPAX 2EHOB, YPOBEHb IKCIMPEccuu Komopbix
pasnudyaemca mexcoy OA u PA, 8 c843U ¢ mem, Ymo
OOHOHYK/1e0MUOHbIe 3aMeHbl Mo2ym 8/1UAMb HA CB8A3bl8AHUE
MPAHCKPUNUUOHHO20 (hakmopa ¢ MpoMOMOPOM U mem
CAMbIM U3MEHAMb YPOBEHb IKCIpeccuu 2eHo8 rpu
3a060n1es8aHuU.

Disease associations in RA specific genes
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