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Table S1: Age, gender and weight of healthy normal subjects and -thalassemia patients
S. No. Parameter B-Thalassemia Patients Healthy
(n=100) (n=61)
1. Gender (Male/Female) 51/49 29/33
2. Age (years) 9.13+6.91 18.73 +7.93
3. | Weight (kgs) 22.41+12.91 47.375 + 16.34




46  Figure S1: The EI/MS spectra of unidentified compounds that are statistically differentially expressed
47  between controls and pB-thalassemia patients.
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105  Figure S2: PCA plot showing that samples are not discriminating on the basis of age groups but due to
106  health status (Group-0 = 0-20 years, Group-1 = 20-30 years). A) Down-regulated metabolites B) Up-
107  regulated metabolites.
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110  Figure S3: PCA plot showing that samples are not discriminating on the basis of body mass but due to
111  health status. A) Down-regulated metabolites B) Up-regulated metabolites.
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Figure S4: Model generated PCA scores scatter plots discriminating between healthy controls and -thalassemia patients.
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Figure S5: Summary of pathway analysis of metabolites that were up-regulated in B-thalassemia patients

as compared to healthy controls.
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148 Figure S6: Summary of pathway analysis of metabolites that were down-regulated in -thalassemia
149 patients as compared to healthy controls
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153Figure S7: Pathways generated by list of metabolites discriminating between healthy controls and B-thalassemia patients.
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I GLYOXYLATE AND DICARBOXYLATE METAROLIZN
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I FROPANOATE METABCOLISN |

2-Hyroxsbutanoate O

|

— | Cysteine and rmethiorine
retaholism

o~
L——{Gl;r, Ser&.ﬂrm&tﬁbo]jsm)

2-Oxobutanoate W 2721 | Fropanoate
- EC O 0
Fro i 21215] M
— 6.2.1.17
O L
| & 0B
bcetyl | Mialons i [2831] [23.1.54] (2831 ]
Y Codk propioA-Cot
Fynwae | — -0 O > O LactoylCok | [ 127, [231202] | [62.11 |[62.1.17]

3-Hyrdrozse
propanoate

e

w1110 woe]3124 | -Ow{a2 L7 mCu] 1387 —

C5-Branched
r'__b dibasic acid metabolism
|
| ~—| p-flanine metshalism
|

o} g[ —————————————— L4 — | Isoleucine degradation
—&

3-Hyrdroxy- F -
profoonyd-Cod Coh 7
Acetoacety]-Cols O 26.1.19| B-Alanine
ok »O*——»0 [tziz7] [6a1a] [z131][4114] [12127 2333
26112 By Cob
42127 vlf
£5)-2- Wlethyl- yialo ¢ 2 lethyl-
Propane & Pantothenste and | Hythroy ) malonyl-Cok Methy male Eﬁa)l_omnlgtgud_ Ciftate
Acetnacetate P | Coik biosynthesis | acetome 1.2-Propansdiol WO Bl 1T OO alds by
Topymoal LLL6 42128 Fropanal &
[41.14] [11413.] — _/' 42179
111 degradstion
Bcetome —— w0 (Gigrotysis ) [vao [ veo ]  [Lri77] [z ][ Pdeg |
yrolysis 2-Ilethyl-
1.1.1.- 2-Propanol ;ﬁbﬁ?‘éﬁh [} o cis-aj:or?.lr'ltate
|
v 11128 ¥
Inlethd acetats O C—14233 TR I o
Glywerone-F Ilethydglymal L—— LLactildehyde  1-Propanal ga14 | Succinat
Succinyl-Coh O ———=—mC4—{41330 O Methylisocitrats
Lestale O weeinykCoh 6215] X s

00640 225016
() Fanehisa Lahoratories

v v
Citrate e F e




| PYRUVATE METABOLISM 12120 Wethylglymxal

L-Lactaldehyde
{12123 ———=0 111283 o—
a—
yrolyEls (Glyeine, serine and
| tluggrﬁne metaholism 11178 D-Lactaldehyrle
41131 ' —
e I 41178 11179
41132 Fhasphoenal- (R)-5 -Lactosi-
41133 pmrrate zlutathiome #
— —* 4415 w0 3128
41.1.49 7701 e O e — ==
- 3 He-
—— &Eﬁﬁm 421130
1rotinate nicotinarnide
( nate @ —_ 1.1.1.2%
. 1124
WValine, leucine and [ 1125
isoleusine binsynthesis | -~ 1123

L= |

113124

24
_______ -1.3.5.4 & 1213 ] 1.21-
— Fumarate Suceinate 12352 |[1.29946
v

-
(s ) N o
233.13 o ™ Leucine hinsymthesis
(F)-2-Ethylralate O 1336 - 3-Carhoxy 3-hydrox v b
Beetoacetyl-Cok 4-rethylpentanoate
il
Butanoate retsholis ol —— ——— —(i) 2319 AiZ4— 0 ———— 1= Lysine biosymthesis

| Homocitrate
Synthesis and degradation
of ket ®

7

ne bodies o 6.4.1.2 o—————— | Fatty acid biosymthesis
2-Propiralate Tlalonyl-Cod

00620 12115015
(c) Karehisa Laboratories




| sLYCEROLIPID METAROLISM |
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I FATTY ACID ELONGATION
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