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Figure S1. Pearson correlation analysis in which either upregulated (A) or
downregulated (B) proteins were excluded in protein/transcript comparisons.

S3



A log,(fold-change)  -logo(p) B log,(fold-change) -logro(p)

-2 0 2 0123 -2 0 2 0123
B W 000 B W -000
. @ @|Licam o O o @ @) aoHiaz
O 0 O © @|sLc7az OO0 o0 @ @ wow
OO0 O O|nspires Qoo @0k«
OOOOOACADS o @ O () souc
OO o o Oacorr DOOOQACM
O@O O ofcern @ O o O O|momz
Qoo ACOT1 @ IREB2
OO 0 O O enraon OOOO O acoz
O 0 0O Ol b OOOOOSDHA
OOOOOACAM OOOOOALDHz
OOOOOHADHA OQOOOCS
OOOO ACOT2 OOOOOIDHZ
O O O ¢ C|HaoHe OO 0 O Q)| aokrat
O o O o Ofacs.e OOO © (O] awnoc
©c o SOAT1 (Do 0 o Ofsoms
© o o QO Ofrecr © (OO0 o Oipe
O O O |cpats © o O O OfipHa
o sLc27Ag O o 0 o Q) suete
OOOOOACO)ﬂ OOO © O errier
OOOOOSSRA 8829?0"0
O o (O O O] acaos bLsT
(O o o o Ol acaom 8?2 SSALDHBM
ol Q5 290m
(00 o ¢ Ofacss O 0 © O svenz
o GPAT3 OO0 o O
@0 o O ofousee @O O O 0|y
OOOOOACSLS OOOOOmm
OO O O O acaowL O R .
(Oo o Q@ Qo o o oowm
@0 © 0 (Jeows OO0 QOO0 O|ime
:OOOO ABCDA O. @ o Olsucres
o ® O Ofacsu P LYBL
Ooe .OO BCAP31 !. ©e LoHe
O0.00CPT1A ¢ % 2 3§ 2
O.. CRAT gN 5 E. E E,
Qe o FADSZ 88 % 3 g

w =z =z =z =z
uuuuu

HepG2.2.15_|

Figure S2. (A) Comparison of expression changes in proteins associated with acyl-
CoA metabolites (13Z)-eicosenoyl-CoA, arachidonyl-CoA, or linoleoyl-CoA. Circle
colors indicate log2 fold-change value, and the size represents the fold-change
significance (p-value). Missing circles correspond to proteins that were not
sufficiently detected. (B) Comparison of expression changes in proteins associated
with the TCA cycle. Circle colors indicate log2 fold-change value, and the size
represents the fold-change significance (p-value). Missing circles correspond to
proteins that were not sufficiently detected.
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