SUPPLEMENTARY TABLES

Supplementary Table 1. 273 lactate metabolism-related genes collected from the MSigDB.

Gene symbol

HMOX1, NGLY 1, CLPB, NDUFB9, FKTN, MLIP, HIBCH, PDP1, SLC2A1, POMTI1, SLC4A1, CYC1, COQ2, SLC16AS,
CFI, SLC25A19, LDHB, RHAG, ALDOA, C1QBP, GATA1, SLC25A12, MRPL12, XK, NDUFBS, LDHA, NDUFAF3,
TIMM50, NDUFV2, TUFM, EMB, COX8A, MYC, PYGL, MDH2, HTRA2, CYP27A1, HAGH, PLEC, GATA2,
HSD17B10, PDSS1, SCO1, NDUFS2, CHCHD10, MTHFD1, MRPS22, GYS2, UQCRH, KLF1, SDHB, DGUOK, ISCA1,
NDUFS1, AIFMI1, RPS14, NDUFS6, HBB, PUSI, RNASEHI, COX5A, SUCLGI1, JAK2, NDUFA6, ADAMTSI3,
NDUFA2, PIGA, PDHX, STAT2, SLC19A1, RHD, PNPLAS, IRAKI, MRPS7, UQCRC2, HPDL, ABCGS, COX6BI,
COX4I1, POMT2, SOD1, NDUFAF2, NDUFA13, SFXN4, LIAS, LETM1, ZNFXI, LONP1, SLC25A10, SLC25A3,
NDUFAF4, MRPS34, ACAT2, MRPS2, SLC5A8, COX10, ECHSI, PMPCB, PNPLA2, SLCI6A1, ACATI, PNPTI,
NDUFBI11, ATAD3A, RHCE, COQ4, NUBPL, PER2, FLI1, MRPL3, TRMTS, LRPPRC, SPP1, CAV3, RRM2B, SDHA,
COX15, POMGNTI1, DNMIL, NDUFS3, EARS2, MRPS28, LYST, INPPSK, WARS2, TK2, PNPO, NARS2, FASTKD?2,
YARS2, NDUFSS, SLC25A4, KY, GAA, NDUFA12, NDUFA1, MIPEP, GOT2, CASA, ACAD9, ALDH4A1, NDUFB3,
MPV17, PITRMI, NDUFS7, SLC16A7, AGK, UQCRQ, AARS2, PDHAI, TET2, DLD, SLCI3A3, CDAN1, MVK,
PHKG2, GTPBP3, PARK7, BCSIL, PLA2G6, LIPT2, FBXL4, OGDH, LYRM4, LIPTI, TRMU, PIK3CG, KIF23,
NDUFAS, TXN2, SLC7A7, TSFM, POLRMT, NDUFB7, NFS1, KCNN4, VARS2, CALR, SLC16A3, COX6A2, FARS2,
TCIRG1, NDUFA11, SIL1, NDUFB10, LYRM7, SLC19A3, OCRL, STAT4, CD46, LIPA, ATPAF2, DARS2, MPL, POLG2,
TTC26, NDUFAF1, NSUN2, GFM2, PDSS2, GFM1, UQCRB, LPIN1, SURFI, COX16, MTO1, SYNJ1, PPCS, HLA-
DRBI, SLC25A42, ACTN3, AKRIDI1, CHEK?2, VPS13A, PC, COL4A1, NDUFC2, MRPS14, SLC25A26, B3GALNT2,
NDUFA4, HIF1A, TP53, DTYMK, CPT2, FKRP, RARS2, LDHC, FOXREDI1, DAG1, RMND1, HMGCL, TMEM126B,
COQ9, PIEZO1, TACO1, MECR, TIMMDC1, DNAJC19, NDUFA10, ISCU, SLC39A8, MECP2, TIMM22, HS6ST2,
NSUN3, TPK1, HMGCS2, NDUFS4, CFH, ACADM, MTFMT, MRPS16, ALDH6A1, LDHAL6B, LDHD, SCO2, COGS,
NFUI1, SLC25A13, CARS2, TARS2, PNKD, NDUFV1, UPB1, LDHALGA, SERACI, RB1, POLG, NDUFA9, MRPL44,
PFKFB2, SLC5A12.

Supplementary Table 2. The information of the datasets from the GEO.

. Experimental Sample size
ID Dataset type Tissues Platform type (Control/OA) PMID
GSE51588 Training  Cartilage tissue ~ GPL13497 Expression 10/40 24229462
profiling by array
Expression
S . . GPLI11154 profiling by high
GSE114007 Validation Cartilage tissue GPLI18573 throughput 18/20 30081074
sequencing
GSE117999 Validation  Cartilage tissue ~ GPL20844 Expression 12/12 NA
profiling by array
GSE82107 Validation ~ Synovial tissue GPL570 Expression 7/10 27870898
profiling by array
Expression
i L profiling by high OA: 22 28455435
GSER9408 Synovial tissue GPL11154 throughput RA: 152 18863153
sequencing
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Supplementary Table 3. The baseline clinicopathological
features of the control and OA subjects in the local cohort.

Feature Control(N=12) OA(N=12)
Age 54.17+7.8 60.08 + 8.1
Sex
Male 8 (66.67%) 6 (50.00%)
Female 4 (33.33%) 6 (50.00%)
BMI 29.17+7.5 32.08+94
Kellgren-Lawrence Grade
I - 0(0.00%)
I - 0 (0.00%)
11 - 3 (25.00%)
v - 9 (75.00%)

Supplementary Table 4. The siRNA sequences used in

this study.
ID Sequence (5’-3’)
si-NDUFB9-1 GTCCCAGAATGGTGCTTAGAT
si-NC-1 GCGTGTCCAATTCGAGTAGAT
si-NDUFB9-2 GGCAATGTATCCTGATTACTT
si-NC-2 GACTTACTCGGCGTTATAATT

Supplementary Table 5. The primer sequence of the qPCR
experiments.

Gene Sequence (5°-3°)
SLC2A1 Forward Primer: GGCCAAGAGTGTGCTAAAGAA
Reverse Primer: ACAGCGTTGATGCCAGACAG
NDUFB9 Forward Primer: GTGGTGCGTCCAGAGAGAC
Reverse Primer: GGCCTTCGCCATATCCTTTTC
GAPDH Forward Primer: GGAGCGAGATCCCTCCAAAAT

Reverse Primer: GGCTGTTGTCATACTTCTCATGG
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