histogram of average values per protein
for all 3100 detected proteins
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SURFACE MARKERS (5)

AGRN, COL18AT, LAMAS, LAMAS, LAMB1, LAMB2, LAMCA, NID1
ANXAT1, ANXAB, GPC1, LGALS1, LGALS3, PLXDC2, SEMA3A, SEMA3B,
SEMASC, SEMA3E
AGRN, ECM1, ECM2, EFEMP1, EFEMP2, EMILING, FBLN1, FBLN2,
FBLN7, IGFBP3, IGFBP5, IGFBP7, LAMA4, LAMAS, LAMB1, LAMBY,
LAMC1, LRGY, LTBP4, MATN3, MATN4, NID1, POSTN, PXDN, SLIT3,
SPARC, SPON1, SPON2, SPP1, SRPX, THBS3, TNFAIPG, VIT, VWA1
AGT, CST3, CTSB, CTSD, F13A1, F2, HRG, HTRA3, ITIH1, ITIH2,
ITIH3, ITIH4, ITIHG, LOX, LOXL2, LOXL3, MMP2, MMP3, P4HA1,
PAMR1, PLG, PLOD2, SERPINA4, SERPINAG, SERPIND1, SERPINE1,
'SERPINF2, SERPINH1, TGM2, TIMP2, TIMP3
CHADL, EPYC

CCL18, CHRD, CHRDL2, CXCL12, FRZB, FSTL, IL17B, INHBA,
PDGFC, PTN, S100A1, S100A11, S100A13, S100A4, S100A9,
'SCUBE, SFRP4, TGFB1
COL16A1, COL18A1, COL5A2, COLBA1, COLOA1, COLOA2

H1FO
CD9, CDH1, ITGAV, LRP1, MRC2
A1BG, ACO2, ACTA1, ACTN1, ACTN2, ACTNA, AFM, AHNAK, AK1,
AKR1A1, ALDHIA1, ALDOA, ALDOC, APOA4, APOB, APOC1, APOE,
ARF1, ARF4, ARHGDIA, ATP1A1, ATPSA1, ATPSB, ATRN, AZGP1,
B3GNT7, BLVRB, C1R, C2, C4BPA, C5, C6, C7, CBA, C8B, C8G,
€9, CA1, CA3, CALM3, CALR, CALU, CAP1, CAPG, CAPS, CAT,
CDK17, CFD, CFI, CFL1, CHI3L1, CHID1, CHPF, CHST14, CHST3,
CHST, CKB, CKM, CLIC1, CLIC4, CLSTN1, CLTC, CPQ, CRYAB,
CTGF, DAG1, DES, DKK3, DNAJC3, DPYSL2, DPYSL3, DSC3, DSTN,
EEF1A1, EEF2, EHD2, EHD4, ENO2, ENPP2, EZR, FABP3, FBXO2,
FHL1, FLNA, FLNB, FLNC, FLT1, FSCN1, FTH1, GALNT2, GANAB,
GDI, GDI2, GNAI2, GNAS, GNB1, GNB2, GNB2L1, GOT1, GP,
GPX3, GSTO1, GSTP1, HADHA, HBD, HEXA, HHIPL1, HIST2H2AC,
HNRNPA2B1, HNRNPK, HSPIOAAT, HSPIOAB1, HSPI0B1, HSPATB,
HSPAS, HSPAS, HSPB1, HYOU1, IDH1, IGHAT, IGHGS, 1GJ, IGLCE,
IQGAP1, ISLR, ITGBL1, KLKB1, KRT10, KRT14, KRT19, KRT2,
KRT8, KRT9, LBP, LDHB, LMNB2, LPL, MAMDC2, MB, MDH1, MDH2,
MIA, MSN, MVP, MYBPC1, MYH1, MYH10, MYH11, MYH2, MYH7, MYH,
MYL1, MYL2, MYLS, MYL6B, MYLPF, MYOM2, MYOM3, NCL, NEB,
NES, NPM1, NUCB1, NUCB2, OAF, P4HB, PAM, PARK?, PDCDBIP,
PDGFRL, PDIA3, PDIA4, PDIAG, PEBP1, PFKP, PEN1, PGAM1,
PGAM?2, PGLYRP2, PGM1, PLA2G2A, PLEC, PLS3, PLTP, PON1,
PPIA, PPIB, PPIC, PRDX1, PRDX2, PRDX4, PRDXS, PRDXS, PRKCSH,
PROS1, PRSS3P2, PSAP, PTRF, PXYLP1, PYGB, PYGL, PYGM, RABIA,
RARRES2, RBP4, RCN1, RCN3, RHOA, RNASE1, RNASE3, RNH1,
RPLP2, RPS27A, RPS3, RPS6, RPS8, RRBP1, RYR1, SCIN, SCRG1,
SELENBP1, SEPP1, SKP1, SND1, SOD1, SOD2, SPTANT, SPTBN1,
SSCSD, TAGLN2, TALDO1, TKT, TLN1, TNNT3, TPM1, TPM2, TPM3,
TUBA1B, TUBB4B, UBA1, UGDH, UGP2, VASN, VCL, VCP, XRCCS,
YWHAB, YWHAE, YWHAG, YWHAQ, YWHAZ
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Figure 2—figure supplement 1. Selection of genes for performing PCA and results of ANOVA on assessing global data variability.

(A) Histogram and key percentiles of the average expression levels of all 3100 detected proteins. Average was calculated based on the valid samples of
each protein. (B) Selecting an optimal cutoff above which proteins will be used for performing PCA. Upper panel, proteins were ordered in decreasing
order by its number of valid values. Second panel: the slope of the upper panel. Third panel: the fraction of all valid values in the whole data-set
captured per each cutoff. An optimal cutoff corresponding to the cutoff of “>39 valid values’ was found where the slope is steepest. Lower panel: the
fraction of missing values within the selected dataset at each cutoff. (C) A list of the proteins (categorized by their functional families) that both meet
the criteria in (B) and fall in the 5%~95% range in (A). (D) A scatter plot showing the positive relation between number of valid values per protein, and
the average expression level per protein. (E)-(G), the percentages of variance captured by the top principal components (PCs) in the whole dataset (E),
young samples only (F) and aged samples only (G). (H)-(J) Horizontal box plots showing the percentages of variance explained by four phenotypic
factors, for different scopes of protein sets. (H) young and aged combined. (I) Young only. (J) Aged only.



