
Table S1. Demographics and pathological features of MM samples.

S. No Parameters Control (n=24) MM (n=24) p-value
1 Age 56.6±18.75 62.75±18.6 NS
2 WBC (× 109/L) 8.3±1.6 4.8±1.3 <0.05
3 Hemoglobin (g/L) 13.5±2.5 7.2±1.8 <0.05
4 Platelets (× 109/L) 318±40.7 198±62.5 <0.05
5 MM clonal plasma cells 

(%) NA 60±25 ---
6 Serum creatinine (mg/dL) 0.76±0.13 3.4±1.4 <0.05
7 M protein (g/dL) NA 4.2±1.2 ---
*NA - Not Available
*NS - Not Significant
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Table S2: Retention time and matching score information of the metabolites identified using 
untargeted GC-MS approach as per MSI guidelines. 

Sr. 
No. Metabolite Retention Time

Match Score 
(%)

1 D-Ribo-Hexitol 25.32 82.4

2
Beta-D-Glucopyranosiduronic 
acid 24.92 88.6

3 Hexadecanoic acid 28.26 96.8
4 1,5-Anhydro-D-sorbitol 24.38 92.0
5 Pseudo uridine 33.88 84.6
6 D-Talofuranose 25.08 94.5
7 Glucofuranoside 23.79 91.3
8 N-Acetyl glucosamine 25.28 97.2
9 Purine 24.05 87.8

10 Beta-D-Galactopyranoside 36.64 93.1
11 Pyrimidine 14.56 85.3
12 2-Piperidinecarboxylic acid 12.96 83.8
13 D-Lactose 28.64 96.5
14 D-Xylofuranose 23.53 81.3
15 L-threonine 14.20 98.6
16 Nonadecanoic acid 33.38 92.4
17 L-Threitol 17.22 89.6
18 D-Glucopyranose 38.78 94.3
19 2-alpha-Mannobiose 42.40 81.8
20 Cystathionine 12.05 83.8
21 Stearate 29.72 96.7
22 Inositol 28.53 95.2
23 L-Asparagine 20.91 97.1
24 Arachidonic acid 33.76 82.6
25 Beta-D-Galactofuranose 41.70 86.4
26 D-Xylopyranose 24.44 84.9
27 Stigmasterol 46.52 96.6
28 Maltitol 42.81 90.8



Table S3. Pathway analysis results showing potential pathways involved in MM.

Sr. 
No. Pathway Total Hits

Raw p-
value

FDR 
corrected 
p-value Impact

1 Pyrimidine metabolism 60 6 0.00032 0.012813 0.18984

2
Alanine, aspartate and 
glutamate metabolism 24 4 0.000496 0.01322 0.25831

3
Glycine, serine and threonine 
metabolism 48 4 0.006863 0.13725 0.16843

4
Cysteine and methionine 
metabolism 56 4 0.011805 0.18888 0.32131

5 Purine metabolism 92 5 0.015056 0.20074 0.02284
6 Nitrogen metabolism 39 3 0.024038 0.27472 0.00763
7 Sulfur metabolism 18 2 0.033241 0.33241 0.07087
8 Citrate cycle (TCA cycle) 20 2 0.040451 0.35407 0.14591
9 Riboflavin metabolism 21 2 0.044259 0.35407 0.14504

10
Pentose and glucuronate 
interconversions 53 3 0.052779 0.38385 0.05588
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Table S4: List of metabolome associated genes identified using Kyoto Encyclopedia of Genes 
and Genomes (KEGG) and human metabolic data base (HMDB).
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