Supplementary Table 1 GEO Microarray Chip Information

GSE27276 GSE138125 GSE4316
Platform GPL2507 GPL21827 GPL570
Species Homo sapiens Homo sapiens Homo sapiens
Tissue Trabecular meshwork Trabecular meshwork Trabecular meshwork
Samples in POAG group 17 4 2
Samples in Control group 19 4 3

PMID: 24003086
Reference PMID: 34244823

PMID: 37037464

PMID: 16862071

GEO, Gene Expression Omnibus; POAG, Primary Open-Angle Glaucoma.

Supplementary Table 2 Result of GO and KEGG Enrichment Analysis for MRDEGs

ONTOL ID Description Gene BgRa pvalue

OGY Ratio tio
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KEGG hsa00260 Glycine, serine and threonine metabolism 4/19 41/88 1.46663 3.73991 1.92978

42 E-06 E-05 E-05
KEGG hsa00330 Arginine and proline metabolism 4/19 50/88 3.2947E 5.60098 2.89009
42 -06 E-05 E-05
KEGG hsa00340 Histidine metabolism 3/19 22/88 1.26265 0.00016 8.30688
42 E-05 0987 E-05
KEGG hsa05415 Diabetic cardiomyopathy 5/19 205/8 5.69188 0.00058 0.00029
842 E-05 0571 9572

GO, Gene Ontology; BP, Biological Process; CC, Cellular Component; MF, Molecular Function; KEGG, Kyoto Encyclopedia of Genes and Genomes;

MRDEGs, Mitochondrial-Related Differentially Expressed Genes.

Supplementary Table 3 Results of GSEA for GSE27276

Set Enrichment
ID NES p value p.adjust q value
Size Score
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1.72766575 2.65034E- 0.00300452 0.0027720
NABA CORE_MATRISOME 250 0.497732012
8 05 7 &3
REACTOME RESPIRATORY ELECTR 1.94644832 2.90883E- 0.00315418 0.0029101
91 0.637084029
ON_TRANSPORT 7 05 7 64
KEGG_OXIDATIVE PHOSPHORYLATI 1.91418253 3.1239E- 0.00324625 0.0029951
114 0.604311269
ON 8 05 3 08
REACTOME_SIGNALING BY INTER - 0.00490013 0.0045210
461 -0.408016859 5.11E-05
LEUKINS 1.559333874 5 38
REACTOME_CROSSLINKING OF CO 1.85914735 0.0008197 0.04259119 0.0392961
17 0.817799924
LLAGEN_FIBRILS 7 18 3 41
GSEA, Gene Set Enrichment Analysis.
Supplementary Table 4 Results of GSEA for Risk Group
Set
ID Enrichment Score NES p value p.adjust q value
Size
HSIAO _HOUSEKEEPING G 388 0.457282742 2.06952 1.00E-10 6.67E-08 5.62E-08
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GSEA, Gene Set Enrichment Analysis



Supplementary Table 5 Basic Information of the Subjects

All Subjects POAG Control

(n=10) (n=5) (n=5)
Age (median (range)), years 71(62-74) 71(62-74) 70(67-74)
Female (percentage) 5(50%) 3(60%) 2(40%)
Male (percentage) 5(50%) 2(40%) 3(60%)

POAG, Primary Open-Angle Glaucoma.

Supplementary Table 6 Primer Sequences for Real-Time PCR

Gene GenBank accession number Sequences

ALAS2 NM _000032.5 Forward Primer: 5'-ACAGATCTGCCTAGCTCCCT-3'
Reverse Primer: 5'-ACTGAAGACATAGTTTCCAGGCA-3'
MAOA NM _000240.4 Forward Primer: 5'-CTGATCGACTTGCTAAGCTAC-3'

Reverse Primer: 5'-ATGCACTGGATGTAAAGCTTC-3'



GSR

MGARP

MPC2

NDUFV2

MFN2

GLS

GAPDH

NM_000637.5

NM_032623.4

NM_001143674.4

NM_021074.5

NM_001127660.2

NM_001256310.2

NM_001256799.3

Forward Primer: 5'-GTGCCAGCTTAGGAATAACCAG-3'

Reverse Primer: 5'-GTGAGTCCCACTGTCCCAATAG-3'

Forward Primer: 5'-TCGGAAAGGACGCATCTCTG-3'

Reverse Primer: 5'-GACTGTGACGCCTACAACCA-3'

Forward Primer: 5'-AGTCAGATGAGTCAGCAAAGCA-3'

Reverse Primer: 5'-AGAACCTCTTCATTGTGGCCTA-3'

Forward Primer: 5'-TTTAGGGGCCTGTGTGAACG-3'

Reverse Primer: 5'-GAGAAGCGTCCACTCCTTGG-3'

Forward Primer: 5'-ACATAGAGGAAGGACTGGGT-3'

Reverse Primer: 5'-TAGTTGAGGGAGAAGCACTG-3'

Forward Primer: 5'-TGCATTCCTGTGGCATGTAT-3'

Reverse Primer: 5'-TTGCCCATCTTATCCAGAGG-3'

Forward Primer: 5'-ACAACTTTGGTATCGTGGAAGG-3'

Reverse Primer: 5'-CCATCACGCCACAGTTTC-3'




