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Supplementary Figure 1. Increased Hepatic Glutathione Gene Expression in Arthritic PON1Tg Mice
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Supplementary Figure 2. PON1 Knockout Mice and Controls Following Arthritis Induction.



Supplementary Figure 3. Increased Hepatic PON2 and PON3 Protein Expression in Arthritic PON1KO Mice
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Supplementary Table 1: Primer Pairs used for Real-Time Reverse Transcription-PCR

Gene Primer Sequence 5’-3’

GSTM1 Forward: GCAGCTCATCATGCTCTGTT
Reverse: TTTTCTCAGGGATGGTCTTCA

GSTA2 Forward: TGCCTGCCTTTGAAAAGGTGT
Reverse: AAGGCTGGCATCAAGCTCTTC

GSTM2 Forward: CGCTTTGAGGGCCTGAAGAAGATA
Reverse: TAAGAGCTAGGGCCAGCAGAG

GSTM3 Forward: GCCTGGATTTTCCCAATCTGC
Reverse: TCTCCAAAGTATCCACACGGA

GSTM6 Forward: TGGTTTGCAGGGGACAAGAT
Reverse: TTCCTCAGGCCCTCAAAGC

GPX6 Forward: CACATTGCAGGAGGAGCTGA
Reverse: GCCTGGACGCACATACTTGA

GAPDH Forward: TGAGGCCGGTGCTGAGTATGTCG
Reverse: CCACAGTCTTCTGGGTGGTG



Supplementary Table 2: Genes Differentially Associated with Arthritis Activity in K/BxN Mice

Gene ID Fold Change P value Adjusted P value

Abcgl 14.97195 0.00004 0.05081
Arhgdib 22.47548 0.00004 0.05081
Atplla 5.57669 0.00006 0.05081
Clgb 11.39285 0.00005 0.05081
Ccnd2 20.76950 0.00001 0.05081
Fcerlg 26.01673 0.00004 0.05081
Fcgrd 88.77787 0.00001 0.05081
Irf7 3.77039 0.00006 0.05081
Itgh2 51.48896 0.00004 0.05081
Laptm5 20.21389 0.00000 0.05081
Pld4 37.26168 0.00003 0.05081
Ptprc 31.74898 0.00002 0.05081
Tlel -3.04678 0.00006 0.05081
Tmsb4x 15.24136 0.00003 0.05081
Cyp2a22 -4.29671 0.00008 0.05086
Plin5 -6.76273 0.00007 0.05086
Srebfl 5.65882 0.00008 0.05086
Ucp2 9.89334 0.00008 0.05086
4632428N05Rik 11.78662 0.00016 0.05266
Asb2 75.01430 0.00024 0.05266
Atp13a2 3.00608 0.00021 0.05266
Clqc 8.69364 0.00016 0.05266
Cd3oold 32.21202 0.00019 0.05266
Cdknla -13.31875 0.00021 0.05266
Clic 4.78329 0.00026 0.05266
Csflr 17.33508 0.00014 0.05266
Cxcl14 29.18718 0.00018 0.05266
Cybb 23.87605 0.00016 0.05266
Cyth4 38.90193 0.00023 0.05266
Dusp10 5.17288 0.00024 0.05266
Emrd 46.25871 0.00022 0.05266
Hck 38.47641 0.00022 0.05266
Hicl 6.07135 0.00022 0.05266
lggapl 15.85066 0.00017 0.05266
Irgm2 3.40389 0.00021 0.05266
Klhdc7a 4.49119 0.00015 0.05266
Lhpp -3.53249 0.00025 0.05266
Lrat 3.53765 0.00023 0.05266
Lyn 5.19388 0.00026 0.05266
Mnt 3.31750 0.00012 0.05266
Mob3a 5.59689 0.00016 0.05266

Msn 12.08807 0.00022 0.05266
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Supplementary Table 3: Clinical and Laboratory Characteristics of Patients with Rheumatoid Arthritis

and Healthy Controls

Control RA RA-Ath
Age (years) 63+9 65+7 68+6
Sex (% female) 81 88 75
Ethnicity (% hispanic) 13 19 31
Race (% caucasian) 81 88 75
ESR (mm/hr) 10+9# | 13+10# | 44 +36*
HSCRP (mg/L) 1.5+ 1.8# | 1.8+ 3.6# | 19.5+22.3*
Total Cholesterol (mg/dL) | 184 +24 | 188+33 | 164 +38
HDL Cholesterol (mg/dL) | 62+ 17# | 85+23# |58+21*
LDL Cholesterol (mg/dL) | 104 +23# | 96 + 34 79 £ 29%*
Triglycerides (mg/dL) 112+54 | 73 +27*# | 153 + 105

RA-Ath: Rheumatoid Arthritis with carotid plague on carotid ultrasound. RA: Rheumatoid Arthritis
without carotid plaque. *p<0.05 compared to control. #p<0.05 compared to RA-Ath.




Supplementary Table 4: Association of BLMs with Clinical and Histologic Scores in Arthritic

Mice
Clinical Score Histology
Inflammation Cartilage Erosion | Bone erosion

BLMs

TXB2 -0.49# 0.43# 0.37 0.43#
6t12epilTB4 0.33 0.15 0.21 0.31
LTB4 0.46* 0.59* 0.51* 0.68*
15d-D12,14 PGJ2 | 0.48* 0.61* 0.57* 0.69*
13 HODE 0.71* 0.74* 0.74* 0.79*
9 HODE 0.65* 0.75* 0.72* 0.79*
17S-HDHA 0.72* 0.64* 0.58* 0.62*
15 HETE 0.67* 0.70* 0.66* 0.72*
14S-HDHA 0.59* 0.39# 0.51* 0.47*
11 HETE 0.48* 0.72* 0.66* 0.73*
12 HETE 0.46* 0.22 0.37 0.32
5 HETE 0.35# 0.64* 0.51* 0.60*
5-oxoETE 0.68* 0.76* 0.71* 0.76*

* p<0.05, # p< 0.1.




Supplementary Table 5: Genes Differentially Regulated in PON1Tg Mice Compared to WT
Mice following Arthritis Induction

Adjusted
Gene ID Fold Change Pvalue Pvalue
Ethel 4.35995 0.00003 0.40209
Gstm1 3.34495 0.00007 0.43121
Gstm3 11.93905 0.00011 0.46774
Tmie 2.87885 0.00018 0.56027
Fam198a 5.43446 0.00030 0.70660
Gpcpdl -3.91164 0.00036 0.70660
Mad2l2 2.35727 0.00052 0.70660
Ptpladl -2.17633 0.00055 0.70660
Dhrs3 2.03693 0.00072 0.70660
Ldha -2.23318 0.00080 0.70660
Psen2 2.18119 0.00083 0.70660
Chka 3.08320 0.00090 0.70660
Rn45s -6.31166 0.00090 0.70660
Cdknic 2.38700 0.00091 0.70660
NrOb2 4.55830 0.00096 0.70660
Gstm6 2.54077 0.00103 0.70660
Serpina3n -2.09340 0.00106 0.70660
Cyp4a3l -3.61811 0.00115 0.70660
Arl10 -3.51879 0.00123 0.70660
Pnkd 2.26669 0.00124 0.70660
Slc13a2 6.15249 0.00132 0.72095
Slc22a5 -2.73990 0.00152 0.76335
Gm4724 5.48853 0.00184 0.79679
1500017E21Rik 5.10523 0.00208 0.84073
Cd300lg 2.09548 0.00228 0.84073
Tjp3 2.31474 0.00251 0.84073
Tmed8 -2.04537 0.00256 0.84073
Rasal2 -2.19521 0.00258 0.84073
Mcu 2.03322 0.00267 0.84073
Fhod1 2.13868 0.00303 0.84073
Hspalb -4.16829 0.00312 0.84073
Adck3 2.79351 0.00318 0.84073
Xpnpep3 -2.45631 0.00326 0.84073
Smim1 3.43390 0.00337 0.84073
Cptla -2.19779 0.00346 0.84073
Chrna2 -2.93470 0.00357 0.84073
Fxyd3 7.58036 0.00361 0.84073
Tmem4la -2.00465 0.00393 0.85496
Gstm2 2.42130 0.00395 0.85496

Chst14 3.68976 0.00406 0.85496



Lars2
Fam115a
Ndrgl
Aqp8
Ninl
Ptgrl
Spry4
Nupril
Selll3
Mir6236
Rab30
Gck
Tmem180
Abca2
St6galnac3
Fam189b
Fblim1
Inhbe
Txnip
Zfp341
Gas7
Pkd212
Ccne2
Slc10a2
Suv420h2
Synel
Sox18
Emcn
Xrccl
St8sia3
Fam11l7a
Fitm2
Cnpy4
Nlrp12
BC039771
Praf2
Ldb2
ElovI2
Sprtn
BC021614
Mvd
Gsta2
Mapk7
Pcdhgal2
Lipg

-3.13979
3.00709
3.36280
5.21491
3.09157
3.23449
2.46440
3.38105

-2.72199

-2.57149

-2.33600
3.79659
2.68998
2.23721
5.34922
3.76044
2.74404

-3.36994

-2.37051
2.38427
3.01086
2.23569

-3.51905

-3.19282
2.18004
2.15667
2.63855
2.85013
2.03290

-4.18529
2.19941

-2.54370
2.06202

-2.69191

-3.44071
2.45950
2.00786

-2.07563

-2.23847
2.01544
4.49786
3.20877
2.19505

-7.51584

-2.24337

0.00415
0.00434
0.00487
0.00495
0.00519
0.00528
0.00530
0.00553
0.00598
0.00616
0.00622
0.00631
0.00668
0.00682
0.00717
0.00719
0.00754
0.00756
0.00765
0.00766
0.00778
0.00800
0.00805
0.00853
0.00875
0.00932
0.00939
0.00967
0.00967
0.00970
0.01045
0.01059
0.01064
0.01068
0.01069
0.01086
0.01090
0.01144
0.01157
0.01173
0.01183
0.01204
0.01224
0.01227
0.01243

0.85496
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994



Limd2
Shank2
BC029214
Pltp
Hmgcs1
Gm14305
Cesda
Tenl
Cdca?
Ptms
Ncehl
Smad9
Nes
3110001122Rik
Mid1l
Dbn1l
Hmgn5
Npas2
Rwdd3
CbiIn3
Smoc2
Cd59b
Ehd2
Fbxl120s
Tbcl1d30
Gm16845
Trp53i11l
Nim1k
Kcnip3
Plac9b
Tagln2
Dcdc2a
Retsat
Haghl
Tmsb10
Eifdebp3
Ripply3
Pexlla
Sh2d3c
Prox1
Arhgap24
Cnn2
Dpt
Samd10
Lamb3

2.03297
5.49755
2.99297
2.08097
2.83176
-2.44225
-5.74275
-2.86583
-2.58843
2.00712
-2.34184
-2.71021
2.97017
-2.00724
-2.09508
3.10081
2.28545
35.75054
2.25358
2.50687
2.07046
3.34710
2.39730
-2.10366
-2.00980
2.82200
2.13859
2.06705
3.25354
2.56623
2.31062
2.18496
-2.09362
2.27329
2.00767
-3.12458
2.10594
-2.51433
2.00302
-2.00449
2.36853
2.28780
2.69283
2.60413
-3.90895

0.01251
0.01304
0.01306
0.01353
0.01369
0.01395
0.01403
0.01475
0.01505
0.01569
0.01611
0.01652
0.01666
0.01687
0.01691
0.01698
0.01704
0.01735
0.01755
0.01757
0.01757
0.01796
0.01797
0.01800
0.01854
0.01859
0.01906
0.01906
0.01916
0.01920
0.01946
0.01986
0.01992
0.02011
0.02013
0.02038
0.02046
0.02052
0.02061
0.02070
0.02113
0.02159
0.02162
0.02213
0.02227

0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994



Mfsd7a
Grk5
Cd74
2900008C10Rik
Epor
Pagr3
Gabra3
Plpl
Adat3
Tmem88
Cdk5r1
Hspa2
Ccdc151
Mgst3
Tdg
Pycard
BC068157
Crtap
Arll
Slc25a24
Pla2rl
Ndufa4l2
2210404009Rik
Apoa4d
Zc2hcla
Gm12338
Capnll
Slc36a4
Lynx1
Carl5
Kcna2
Atxn712
Pde3a
Loxl4
Caprin2
Fkbp10
Cgrefl
D030028A08Rik
Dactl
Nsun3
Slc41a3
Tert
Zfp773
Entpd7
4732471J01Rik

2.40335
2.27212
2.13561
3.21433
3.27587
-3.01229
2.19379
2.25366
3.23634
2.34216
-3.72878
-2.25953
2.96285
2.21430
-9.56597
2.75304
3.15267
2.01629
-2.24864
2.05912
2.11542
3.13046
-2.67468
-4.21184
3.44276
51.79957
20.74722
-3.87909
2.70053
4.88961
2.33743
2.50702
-5.04353
5.95203
2.61529
4.35388
12.36902
-2.66457
-2.01041
-2.10773
-2.60313
2.83842
3.20205
-2.02298
-2.86324

0.02239
0.02325
0.02331
0.02353
0.02353
0.02364
0.02390
0.02397
0.02402
0.02443
0.02457
0.02463
0.02467
0.02469
0.02471
0.02517
0.02550
0.02550
0.02573
0.02593
0.02601
0.02607
0.02615
0.02621
0.02628
0.02659
0.02662
0.02724
0.02743
0.02759
0.02793
0.02837
0.02858
0.02870
0.02871
0.02881
0.02888
0.02940
0.03015
0.03023
0.03026
0.03034
0.03054
0.03064
0.03069

0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994



Tmem138
Cxcl9

Al429214
Gucyla2

GO0s2

Fgll

Gstt3

Gamt

Tle2

Lyrm7

Prtn3

Agap2

Psd

Eif3j2

Adamts?7
Gm14308
Tafdb

Pcyoxil

Zdhhcl
Hspal2b
1700067K01Rik
9430083A17Rik
A630007B06Rik
Capg

Tonsl

Gm12505
Tspan4
Adam11

Kazn

Histlhlc

Cidec

Cyp4all

Dysf

Saal

Spata22
8430427H17Rik
Cyp4ald
Dlgap1l

Wispl

Ptpre
D930048N14Rik
Ocstamp

Htral

Tram2

Mixipl

-2.01672
2.55702
-2.89895
2.34823
-2.44481
-2.39701
2.45234
2.13469
3.04761
-2.07301
-7.25757
-2.10082
3.14639
-2.15862
2.93271
4.83636
-2.05902
3.19619
2.00737
2.18877
2.59842
-2.94558
-2.00238
2.79868
3.19631
-2.06510
-2.19703
2.13355
2.89324
-2.10906
14.73152
-2.33389
2.17710
-6.70784
2.06060
2.04386
-2.91864
2.54893
2.85642
2.08215
2.44793
-3.40056
3.91607
-2.42259
2.30632

0.03073
0.03074
0.03085
0.03195
0.03209
0.03249
0.03261
0.03263
0.03264
0.03294
0.03302
0.03320
0.03342
0.03356
0.03401
0.03406
0.03458
0.03465
0.03474
0.03542
0.03550
0.03569
0.03572
0.03602
0.03622
0.03658
0.03671
0.03790
0.03807
0.03830
0.03858
0.03927
0.03933
0.03982
0.03982
0.04004
0.04027
0.04043
0.04075
0.04101
0.04149
0.04151
0.04160
0.04178
0.04180

0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994



Kcnt2
Scarf2
Exoc3l4
Eif3j1
Spsbl
Tmem254c
Saa2
Rbms3
Oaslc
Slc15a2
Gnatl
Gpx6

Apcs
Mapk15
Fam83f
1810046K07Rik
Ppfiad
Slc17a4

-4.15047
2.00973
5.18935
6.87007
2.09653

32.35187

-7.37119
2.16305
3.55080

-9.56473

-2.07325
3.34126

-2.10778
3.47288
2.38268
2.70794
2.51049
2.27313

0.04263
0.04354
0.04356
0.04368
0.04385
0.04392
0.04418
0.04430
0.04452
0.04467
0.04675
0.04698
0.04744
0.04791
0.04879
0.04884
0.04959
0.04986

0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994
0.85994



Supplementary Table 6: Correlation of Glutathione Pathway Gene Counts with Arthritis Activity and
Bioactive Lipid Mediators

Gpx6 | Gsta2 | Gstml | Gstm2 Gstm3 Gstm6 Gstt3 Mgst3

BLMs

TXB2 -0.02 0.05 0.02 0.20 -0.09 0.01 -0.22 -0.05
6t12epilTB4 -0.06 | -0.45# | -0.66* -0.05 -0.414 -0.70* -0.10 -0.66*
LTB4 0.05 | -0.68* | -0.70* -0.47# -0.49# -0.60* -0.41# | -0.61*
15d-D12,14 PGJ2 -0.16 | -0.34 -0.39 -0.45# -0.36 -0.43# -0.28 -0.21
13 HODE -0.54# | -0.35 -0.33 -0.28 -0.38 -0.25 -0.34 -0.31
9 HODE -0.31 | -0.62* | -0.69* -0.58* -0.61* -0.64* -0.58* -0.61*
17S-HDHA 0.50# | -0.54# | -0.61* -0.09 -0.45# -0.59* -0.04 -0.44
15 HETE 0.26 -0.31 | -0.52# 0.14 -0.15 -0.56# -0.22 -0.36
14S-HDHA -0.03 | -0.77* | -0.86* -0.59* -0.75* -0.80* -0.42# | -0.74*
11 HETE -0.03 | -0.59* | -0.70* -0.29 -0.64* -0.69* -0.15 -0.48#
12 HETE -0.23 | -0.71* | -0.81* -0.54* -0.77* -0.79* -0.31 -0.73*
5 HETE -0.11 | -0.45# | -0.67* -0.24 -0.59* -0.69* -0.20 -0.46#
5-0xoETE -0.05 | -0.56* | -0.60* -0.53 -0.49# -0.53* -0.59* -0.46#

#p<0.1* p<0.05



Supplementary Table 7. Hepatic Transcriptome
Analysis of PON1Tg Mice Compared to Control Mice
Prior to Arthritis Induction

Kyoto yclopedia of Gnes and (KEGG) y
D

mmu00900:Terpenoid backbone biosynthesis
mmu03320:PPAR signaling pathway

mmu00071:Fatty acid metabolism
mmu00903:Limonene and pinene degradation
mmu00100:Steroid biosynthesis
mmu01040:Biosynthesis of unsaturated fatty acids
mmu00650:Butanoate metabolism
mmu00280:Valine, leucine and isoleucine degradation
mmu00561:Glycerolipid metabolism

mmu00330:Arginine and proline metabolism

Gene Ontology (GO) Molecular Function Pathway
D

G0:0016765~transferase activity, transferring alkyl or aryl (other than methyl) groups

G0:0004091~carboxylesterase activity
G0:0005520~insulin-like growth factor binding
G0:0018685~alkane 1-monooxygenase activity
GO i activity
G0:0019838~growth factor binding

G0:0016713~oxidoreductase activity, acting on paired donors, with incorporation or reduction of
molecular oxygen, reduced iron-sulfur protein as one donor, and incorporation of one atom of oxygen

G0:0016790~thiolester hydrolase activity
G0:0008889~glycerophosphodi phosphodi activity
G0:0048037~cofactor binding

G0:0008083~growth factor activity

G0:0020037~heme binding

G0:0004659~prenyltransferase activity
G0:0004806~triacylglycerol lipase activity

Gene Ontology (GO) Biological Process Pathway
D

G0:0006695~cholesterol biosynthetic process
G0:0016126~sterol biosynthetic process
G0:0008203~cholesterol metabolic process
G0:0016125~sterol metabolic process
G0:0008299~isoprenoid biosynthetic process
G0:0006694~steroid biosynthetic process
G0:0008610~lipid biosynthetic process
G0:0006720~isoprenoid metabolic process
G0:0008202~steroid metabolic process
G0:0055114~oxidation reduction

G0:0001558~regulation of cell growth
G0:0006637~acyl-CoA metabolic process
G0:0040008~regulation of growth
G0:0035265~organ growth

G0:0006575~cellular amino acid derivative metabolic process
G0:0006576~biogenic amine metabolic process
G0:0010941~regulation of cell death
G0:0006641~triglyceride metabolic process
G0:0032535~regulation of cellular component size
G0:0006639~acylglycerol metabolic process
G0:0006662~glycerol ether metabolic process
G0:0006638~neutral lipid metabolic process
G0:0051186~cofactor metabolic process
G0:0008361~regulation of cell size
G0:0006631~fatty acid metabolic process
G0:0018904~organic ether metabolic process
G0:0043281~regulation of caspase activity
G0:0052548~regulation of endopeptidase activity
G0:0043067~regulation of programmed cell death
G0:0040007~growth

G0:0052547~regulation of peptidase activity
G0:0060348~bone development
G0:0042304~regulation of fatty acid biosynthetic process
G0:0046486~glycerolipid metabolic process
G0:0016042~lipid catabolic process
G0:0006732~coenzyme metabolic process
G0:0006766~vitamin metabolic process
G0:0014073~response to tropane
G0:0042220~response to cocaine
G0:0007512~adult heart development

Genes

MVD, HMGCR, FDPS, HMGCS1, MVK

CYP4A10, SCD1, EHHADH, CYP4A31, CYP4A14, PLTP
CYP4A10, ALDH1B1, EHHADH, CYP4A31, CYP4A14
ALDH1B1, EHHADH, PNPLA3

SQLE, NSDHL, FDFT1

SCD1, ACOT2, ACOT1

ALDH1B1, EHHADH, HMGCS1

ALDH1B1, EHHADH, HMGCS1

ALDH1B1, LIPG, PNPLA3

GSTM1, GSTM2, GSTM3

ALDH18A1, ALDH1B1, GAMT

Genes

GSTM1, GSTM2, GSTM3, FDPS, MMAB, FDFT1
CHKA, NCEH1, LIPG, ACOT2, ACOT1, PNPLA3
WISP1, IGFBP2, IGFBPS

CYP4A10, CYP4A31, CYP4A14

GSTM1, GSTM2, GSTM3

WISP1, NTRK2, IGFBP2, IGFBP5

CYP4A10, CYP4A31, CYP4A14

USP2, FASN, ACOT2, ACOT1

GPCPD1, GDPD1

HMGCR, SQLE, HDC, EHHADH, FASN

NRG4, CNTF, INHBE, FGF12

CYP2G1, CYP4AL0, CYP4A3L, CYP26AL, CYP4AL4
FDPS, FDFT1

LIPG, PNPLA3

Genes

MVD, HMGCR, INSIGL, FDPS, HMGCS1, MVK, NSDHL, FDFT1
MVD, HMGCR, INSIGL, FDPS, HMGCS1, MVK, NSDHL, FDFT1
SREBF1, MVD, HMGCR, INSIGL1, FDPS, HMGCS1, PCSK9, MVK, NSDHL, FDFT1
SREBF1, MVD, HMGCR, INSIG1, FDPS, HMGCS1, PCSK9, MVK, NSDHL, FDFT1

MVD, HMGCR, FDPS, HMGCS1, MVK, FDFT1

MVD, HMGCR, INSIG1, FDPS, HMGCS1, MVK, NSDHL, FDFT1
SCD1, CHKA, MVD, HMGCR, HMGCS1, FDPS, PNPLA3, FDFT1, STEGALNAC4, INSIG1, FASN, MVK, NSDHL

MVD, HMGCR, FDPS, HMGCS1, CYP26A1, MVK, FDFT1

SREBF1, MVD, HMGCR, INSIG1, FDPS, HMGCS1, PCSK9, MVK, NSDHL, FDFT1
CYP2G1, SCD1, PTGR1, ALDH18A1, HMGCR, EHHADH, CYP26A1, FDFT1, CYP4A10, SQLE,

ALDH1B1, CYP4A31, FASN, LOXL4, CYP4A14, NSDHL
WISP1, NDN, TNFRSF12A, IGFBP2, CAPRIN2, IGFBPS
EHHADH, ACOT2, ACOT1

WISP1, NDN, TNFRSF12A, GAMT, IGFBP2, CAPRIN2, IGFBPS

LY6E, ADRA1B, GJE1
CHKA, LY6E, HDC, GAMT, SLC22A5
CHKA, LY6E, HDC, SLC22A5

CNTF, ANK2, CD59B, KLF10, PYCARD, NLRP12, PCSK9, HSPA1A, HSPA1B, CIDEC, SPP1

INSIG1, PCSK9, PNPLA3

FMN1, NDN, TNFRSF12A, ADRA1B, CAPRIN2
INSIG1, PCSK9, PNPLA3

INSIG1, PCSK9, PNPLA3

INSIG1, PCSK9, PNPLA3

HMGCR, EHHADH, ACOT2, ACOT1, MMAB
NDN, TNFRSF12A, ADRA1B, CAPRIN2
CYP4A10, SCD1, EHHADH, CYP4A31, FASN, ACOT1
INSIG1, PCSK9, PNPLA3

PYCARD, NLRP12, HSPA1A, HSPA1B
PYCARD, NLRP12, HSPA1A, HSPA1B

CNTF, ANK2, KLF10, PYCARD, NLRP12, PCSK9, HSPA1A, HSPA1B, CIDEC, SPP1

CNTF, LY6E, NDN, ADRA1B, GJE1
PYCARD, NLRP12, HSPA1A, HSPA1B
KLF10, INSIGL, IGFBPS, SPP1
SREBF1, INSIG1

CHKA, INSIG1, PCSK9, PNPLA3
NCEH1, EHHADH, LIPG, PNPLA3
HMGCR, EHHADH, ACOT2, ACOT1
CYP26A1, SLC22A5, MMAB
ADRA1B, DLG4

ADRA1B, DLG4

ADRAL1B, SLC22A5

Fold Enrichment
37.95
6.73
9.45
21.25
18.75
11.81
8.62
6.93
6.78
6.13
6.01

Fold Enrichment
15.19

7.46

18.30

134.22

15.49

7.46

53.69

4.97
33.56
2.97
3.81
3.73
20.65
19.17

Fold Enrichment
47.26
36.23
19.41
17.65
37.06
15.31

6.20
19.41
8.44
3.03

8.86
20.38
3.72
18.53
4.82
6.79
2.41
11.32
4.22
9.48
9.06
9.06
3.73
5.03
3.69
8.49
8.15
8.15
2.18
3.52
7.99
4.61
30.20
4.21
4.06
3.80
5.91
20.90
20.90
20.90

P Value

0.0000061
0.0058
0.0080
0.0081
0.0104
0.0254
0.0454
0.0669
0.0695
0.0829
0.0856

P Value
4.27E-05
0.0012
0.0113
0.0147
0.0156
0.0161
0.0363

0.0456
0.0575
0.0859
0.0861
0.0904
0.0918
0.0985

P Value
1.96E-10
1.56E-09
1.80E-09
4.28E-09
4.43E-07
7.99E-07
1.05E-06
1.39E-06
2.56E-06
3.52E-04

5.53E-04
0.0092
0.0110
0.0110
0.0196
0.0206
0.0215
0.0282
0.0300
0.0391
0.0425
0.0425
0.0439
0.0442
0.0454
0.0477
0.0514
0.0514
0.0515
0.0525
0.0532
0.0550
0.0637
0.0680
0.0744
0.0865
0.0901
0.0907
0.0907
0.0907

Adjusted P value
0.0004
0.1783
0.1648
0.1279
0.1309
0.2493
0.3589
0.4403
0.4151
0.4398
0.4202

Adjusted P Value
0.0113
0.1482
0.6349
0.6264
0.5666
0.5124
0.7550

0.7880
0.8264
0.9082
0.8867
0.8775
0.8605
0.8605

Adjusted P Value
1.79e-07
7.15€-07
5.50E-07
9.81E-07
8.11E-05
1.22E-04
1.37E-04
1.60E-04
2.61E-04
0.031738

0.044989
0.5049
0.5414
0.5163
0.7012
0.6958
0.6894
0.7667
0.7700
0.8391
0.8494
0.8494
0.8460
0.8351
0.8304
0.8333
0.8439
0.8439
0.8338
0.8285
0.8221
0.8220
0.8570
0.8669
0.8831
0.9126
0.9155
0.9111
0.9111
0.9111



Supplementary Table 8: Glutathione Metabolism-related Gene Transcripts Correlate with PON1
Expression among HMDP Livers

Correlation
Coefficients
Gene Gene (biweight
Number Probeset ID Symbol Gene Name midcorrelation)

329 1416531 _at Gstol glutathione S-transferase omega 1 0.401
486 1422072_a_at Gstm6 glutathione S-transferase, mu 6 0.376
493 1423436_at Gsta3 glutathione S-transferase, alpha 3 0.375
885 1418186_at Gsttl

glutathione S-transferase, theta 1 0.336
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