Non-denatured protein fraction
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Pyruvate dehydrogenase phosphatase regulatory subunit, mitochondrial
PDPR

37 40 43 46 49 52 55 58 61 64

1.0

0.8 1

0.6 1

0.4 1

0.2

0.0 1

P24941
Cyclin—-dependent kinase 2
DK2

37 40 43 46 49 52 55 58 61 6

096013

4

Serine/threonine—protein kinase PAK 4

1.0 1

0.8 1

0.6 4

0.4 1

0.2 4

0.0 1

1.0 1

0.8 1

0.6 1

0.4 1

0.2

0.0 1

37 40 43 46 49 52 55 58 61 64

P14550
Alcohol dehydrogenase [NADP(+)]
AKR1A1

o
¢

37 40 43 46 49 52 55 58 61 64

® pH6.5 rep
® pH6.5 rep2

P38919
Eukaryotic initiation factor 4A-III

0.8 1
0.6 1
0.4 1

0.2 1

0.0 1

37 40 43 46 49 52 55 58 61 64

015067
Phosphoribosylformylglycinamidine synthase
PFAS

0.8 1
0.6 1
0.4 1

0.2 1

B

0.0 1

37 40 43 46 49 52 55 58 61 64

000429
Dynamin-1-like protein
DNM1L

B

0.8 1

0.6 1

0.4 1

0.2 1

0.0 1

37 40 43 46 49 52 55 58 61 64

P36507

Dual specificity mitogen—activated protein kinase kinase 2
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CETSA data plotting_curve fitting

P21980 Q9YBYO0 P13861 P31323
Protein—glutamine gamma-glutamyltransferase 2 Influenza virus NS1A-binding protein cAMP-dependent protein kinase type ll-alpha regulatory subunit ~ cAMP-dependent protein kinase type ll-beta regulatory subu
TGM2 IVNS1ABP PRKAR2A PRKAR2B
[ ] [ )
1.01e 1.0 1 1.0 1 1.04
0.8 1 0.8 1 0.8 1 0.8 1
o
0.6 1 0.6 1 0.6 1 0.6 1
0.4 1 0.4 1 0.4 1 0.4 1
0.2 1 ° 0.2 1 0.2 1 0.2 1 @
0.0 1 0.0 1 0.0 1 0.0 1
37 40 43 46 49 52 55 58 61 64 37 40 43 46 49 52 55 58 61 64 37 40 43 46 49 52 55 58 61 64 37 40 43 46 49 52 55 58 61 64
P27707 Q92900 P17858 P17612
Deoxycytidine kinase Regulator of nonsense transcripts 1 6-phosphofructokinase, liver type cAMP-dependent protein kinase catalytic subunit alpha
FKL PRKACA
1.04e 1.04 1.04e 1.04 :
0.8 1 0.8 1 0.8 1 0.8 1
0.6 1 0.6 1 0.6 1 ° 0.6 1
o °
0.4 1 0.4 1 0.4 1 0.4 1
0.2 1 0.2 1 0.2 1 0.2 1
0.0 1 0.0 1 0.0 1 0.0 1
37 40 43 46 49 52 55 58 61 64 37 40 43 46 49 52 55 58 61 64 37 40 43 46 49 52 55 58 61 64 37 40 43 46 49 52 55 58 61 64
P14618 P33316
Pyruvate kinase isozymes M1/M2 Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial
PKM but
]
1.04
0.8 1
°
0.6 1
0.4 1 2
0.2 1
0.0 1
37 40 43 46 49 52 55 58 61 64 37 40 43 46 49 52 55 58 61 64

Temperature

e pH6.5rep1 e pH7.5rep1 o pHB8.5repi
® pH6.5rep2 e pH7.5rep2 e pHB8.5rep2



Non-denatured protein fraction
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