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Table S1 
Potential hits identified by ITDR-MS-CETSA.
	[bookmark: OLE_LINK146]No
	Accession
	Description
	PSMsa
	MDTb
	R2 c

	1
	PF3D7_0108000
	proteasome subunit beta type-3, putative
	22
	0.005633
	0.8571

	2
	PF3D7_0109000
	photosensitized INA-labeled protein PHIL1
	13
	0.012289
	0.8159

	3
	PF3D7_0109400
	tubulin-specific chaperone a, putative
	18
	0.006892
	0.9703

	4
	PF3D7_0113000
	glutamic acid-rich protein GARP
	64
	0.005541
	0.7461

	5
	PF3D7_0203400
	conserved Plasmodium protein, unknown function
	14
	0.007115
	0.8867

	6
	PF3D7_0207800
	serine repeat antigen 3
	41
	0.004085
	0.9443

	7
	PF3D7_0208500
	acyl carrier protein
	21
	0.007565
	0.8956

	8
	PF3D7_0210100
	60S ribosomal protein L37ae, putative
	7
	0.006071
	0.8636

	9
	PF3D7_0215400
	conserved Plasmodium protein, unknown function
	11
	0.005628
	0.7782

	10
	PF3D7_0217900
	thioesterase/thiol ester dehydrase-isomerase, putative
	26
	0.005893
	0.9046

	11
	PF3D7_0302500
	cytoadherence linked asexual protein 3.1
	176
	0.007538
	0.8508

	12
	PF3D7_0303200
	HAD superfamily protein, putative
	26
	0.006286
	0.9044

	13
	PF3D7_0306800
	T-complex protein 1 subunit beta
	48
	0.007069
	0.9418

	14
	PF3D7_0307100
	40S ribosomal protein S12, putative
	197
	0.007249
	0.8131

	15
	PF3D7_0310500
	ATP-dependent RNA helicase DHX57, putative
	14
	0.004207
	0.8958

	16
	PF3D7_0317600
	40S ribosomal protein S11, putative
	7
	0.008015
	0.8903

	17
	PF3D7_0322900
	40S ribosomal protein S3A, putative
	43
	0.005399
	0.7745

	18
	PF3D7_0323000
	translation machinery-associated protein 7, putative
	9
	0.005664
	0.9122

	19
	PF3D7_0402100
	Plasmodium exported protein (PHISTb), unknown function
	15
	0.005188
	0.9484

	20
	PF3D7_0406100
	V-type proton ATPase subunit B
	78
	0.005664
	0.9542

	21
	PF3D7_0419600
	ran-specific GTPase-activating protein 1, putative
	75
	0.005302
	0.7915

	22
	PF3D7_0505500
	DNA mismatch repair protein MSH6, putative
	29
	0.006432
	0.8519

	23
	PF3D7_0505900
	mediator of RNA polymerase II transcription subunit 11, putative
	13
	0.004171
	0.8886

	24
	PF3D7_0511700
	EKC/KEOPS complex subunit CGI121
	5
	0.044471
	0.8931

	25
	PF3D7_0512000
	prefoldin subunit 6, putative
	42
	0.004973
	0.8478

	26
	PF3D7_0517000
	60S ribosomal protein L12, putative
	68
	0.006764
	0.8291

	27
	PF3D7_0518200
	SWIB/MDM2 domain-containing protein
	21
	0.000587
	0.8622

	28
	PF3D7_0520900
	adenosylhomocysteinase
	57
	0.007553
	0.921

	29
	PF3D7_0528100
	AP-1/2 complex subunit beta, putative
	43
	0.00523
	0.8149

	30
	PF3D7_0530000
	conserved Plasmodium protein, unknown function
	5
	0.00517
	0.8772

	31
	PF3D7_0532300
	Plasmodium exported protein (PHISTb), unknown function
	101
	0.808887
	0.7839

	32
	PF3D7_0605100
	RNA-binding protein, putative
	38
	0.006999
	0.958

	33
	PF3D7_0608700
	T-complex protein 1 subunit zeta
	40
	0.008187
	0.8318

	34
	PF3D7_0610400
	histone H3
	15
	0.005607
	0.8138

	35
	PF3D7_0610500
	peptidyl-tRNA hydrolase PTRHD1, putative
	11
	0.005971
	0.841

	36
	PF3D7_0617200
	BFR1 domain-containing protein, putative
	62
	0.003939
	0.8301

	37
	PF3D7_0618200
	conserved protein, unknown function
	10
	0.004799
	0.7941

	38
	PF3D7_0619400
	cell division cycle protein 48 homologue, putative
	183
	0.007141
	0.9003

	39
	PF3D7_0711300
	conserved Plasmodium protein, unknown function
	6
	1.72965
	0.8444

	40
	PF3D7_0714000
	histone H2B variant
	39
	0.00691
	0.8457

	41
	PF3D7_0715000
	4-nitrophenylphosphatase
	22
	0.005483
	0.7878

	42
	PF3D7_0716300
	conserved protein, unknown function
	76
	0.010566
	0.9217

	43
	PF3D7_0724600
	protein kinase, putative
	20
	0.007379
	0.9233

	44
	PF3D7_0802000
	glutamate dehydrogenase, putative
	56
	0.006261
	0.8101

	45
	PF3D7_0802200
	1-cys peroxiredoxin
	31
	0.008081
	0.9774

	46
	PF3D7_0810000
	acyl-CoA binding protein, putative
	12
	0.006931
	0.8605

	47
	PF3D7_0814200
	DNA/RNA-binding protein Alba 1
	48
	0.007101
	0.8404

	48
	PF3D7_0817500
	histidine triad nucleotide-binding protein 1
	17
	0.005159
	0.8833

	49
	PF3D7_0817900
	high mobility group protein B2
	5
	0.006327
	0.8552

	50
	PF3D7_0818900
	heat shock protein 70
	321
	0.006016
	0.8054

	51
	PF3D7_0822600
	protein transport protein SEC23
	53
	0.009289
	0.8897

	52
	PF3D7_0903600
	conserved protein, unknown function
	21
	0.007944
	0.8498

	53
	PF3D7_0904100
	AP-4 complex subunit epsilon, putative
	23
	0.006668
	0.8135

	54
	PF3D7_0904700
	bacterial histone-like protein
	11
	0.00484
	0.9454

	55
	PF3D7_0904800
	replication protein A1, small fragment
	48
	0.007626
	0.9648

	56
	PF3D7_0905100
	nucleoporin NUP221, putative
	15
	0.005049
	0.7359

	57
	PF3D7_0905400
	high molecular weight rhoptry protein 3
	167
	0.005798
	0.9638

	58
	PF3D7_0905900
	coatomer subunit beta, putative
	23
	0.004867
	0.9596

	59
	PF3D7_0909300
	apoptosis-related protein
	12
	0.004874
	0.8539

	60
	PF3D7_0914400
	protein KIC3
	32
	0.004785
	0.9408

	61
	PF3D7_0915400
	ATP-dependent 6-phosphofructokinase
	148
	0.008056
	0.8282

	62
	PF3D7_0917900
	heat shock protein 70
	453
	0.006968
	0.9215

	63
	PF3D7_0919000
	nucleosome assembly protein
	104
	0.006919
	0.8617

	64
	PF3D7_0925900
	parasitophorous vacuolar protein 5, putative
	107
	0.005332
	0.979

	65
	PF3D7_0929400
	high molecular weight rhoptry protein 2
	210
	0.007231
	0.8993

	66
	PF3D7_0932200
	profilin
	57
	0.005725
	0.7958

	67
	PF3D7_0932300
	M18 aspartyl aminopeptidase
	51
	0.005509
	0.8526

	68
	PF3D7_0934500
	V-type proton ATPase subunit E, putative
	26
	0.005682
	0.8433

	69
	PF3D7_0934800
	cAMP-dependent protein kinase catalytic subunit
	32
	0.005198
	0.8266

	70
	PF3D7_0935900
	ring-exported protein 1
	91
	0.006582
	0.8543

	71
	PF3D7_0936800
	Plasmodium exported protein (PHISTc), unknown function
	31
	0.007445
	0.9272

	72
	PF3D7_1001200
	acyl-CoA binding protein, isoform 2, ACBP2
	15
	0.005174
	0.9404

	73
	PF3D7_1002100
	EMP1-trafficking protein
	57
	0.006976
	0.9138

	74
	PF3D7_1008000
	histone deacetylase 2
	13
	0.006964
	0.9076

	75
	PF3D7_1016300
	GBP130 protein
	183
	0.005891
	0.918

	76
	PF3D7_1017900
	26S proteasome regulatory subunit p55, putative
	29
	0.00784
	0.8347

	77
	PF3D7_1025300
	conserved protein, unknown function
	33
	0.004923
	0.8939

	78
	PF3D7_1031700
	protein phosphatase inhibitor 3
	6
	0.00362
	0.9206

	79
	PF3D7_1035200
	S-antigen
	90
	0.005625
	0.7723

	80
	PF3D7_1105100
	histone H2B
	133
	0.00658
	0.8855

	81
	PF3D7_1108600
	endoplasmic reticulum-resident calcium binding protein
	265
	0.005126
	0.9171

	82
	PF3D7_1115300
	cysteine proteinase falcipain 2b
	78
	0.003902
	0.9443

	83
	PF3D7_1115700
	cysteine proteinase falcipain 2a
	80
	0.004001
	0.9467

	84
	PF3D7_1115800
	conserved Plasmodium protein, unknown function
	56
	0.001136
	0.946

	85
	PF3D7_1118300
	insulinase, putative
	99
	0.008174
	0.8681

	86
	PF3D7_1124600
	ethanolamine kinase
	27
	0.00515
	0.8796

	87
	PF3D7_1126200
	40S ribosomal protein S18, putative
	10
	0.004811
	0.9779

	88
	PF3D7_1130100
	60S ribosomal protein L38
	15
	0.001492
	0.8474

	89
	PF3D7_1132200
	T-complex protein 1 subunit alpha
	44
	0.007652
	0.8263

	90
	PF3D7_1132300
	nucleic acid binding protein, putative
	19
	0.005574
	0.867

	91
	PF3D7_1135400
	conserved Plasmodium protein, unknown function
	28
	0.005623
	0.9183

	92
	PF3D7_1203700
	nucleosome assembly protein
	76
	2.857185
	0.8039

	93
	PF3D7_1205700
	targeted glyoxalase II
	7
	0.007737
	0.8826

	94
	PF3D7_1211800
	polyubiquitin
	71
	0.006149
	0.926

	95
	PF3D7_1213200
	mediator of RNA polymerase II transcription subunit 18, putative
	12
	0.117343
	0.8983

	96
	PF3D7_1215300
	10 kDa chaperonin
	24
	0.004105
	0.8933

	97
	PF3D7_1229400
	macrophage migration inhibitory factor
	67
	0.006367
	0.8175

	98
	PF3D7_1230700
	protein transport protein SEC13
	10
	0.007408
	0.8473

	99
	PF3D7_1232100
	60 kDa chaperonin
	101
	0.006128
	0.8607

	100
	PF3D7_1246200
	actin I
	79
	0.006977
	0.9202

	101
	PF3D7_1304900
	DNA-directed RNA polymerase II subunit RPB11, putative
	9
	0.005496
	0.8958

	102
	PF3D7_1306600
	V-type proton ATPase subunit H, putative
	21
	0.006366
	0.8258

	103
	PF3D7_1306900
	U1 small nuclear ribonucleoprotein A, putative
	7
	0.008513
	0.8519

	104
	PF3D7_1311500
	26S protease regulatory subunit 7, putative
	32
	0.005703
	0.877

	105
	PF3D7_1312600
	2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial, putative
	20
	0.030614
	0.9507

	106
	PF3D7_1318400
	structural maintenance of chromosomes protein 2, putative
	13
	0.002947
	0.7204

	107
	PF3D7_1321900
	conserved protein, unknown function
	4
	0.00632
	0.8833

	108
	PF3D7_1323100
	60S ribosomal protein L6, putative
	7
	0.007515
	0.7875

	109
	PF3D7_1324000
	conserved Plasmodium protein, unknown function
	3
	0.005152
	0.8495

	110
	PF3D7_1334300
	MSP7-like protein
	7
	0.000195
	0.9461

	111
	PF3D7_1341900
	V-type proton ATPase subunit D, putative
	29
	0.005146
	0.8316

	112
	PF3D7_1343000
	phosphoethanolamine N-methyltransferase
	180
	0.005979
	0.8115

	113
	PF3D7_1345700
	isocitrate dehydrogenase [NADP], mitochondrial
	51
	0.007562
	0.87

	114
	PF3D7_1347500
	DNA/RNA-binding protein Alba 4
	35
	0.006202
	0.7219

	115
	PF3D7_1351700
	inner membrane complex protein 1f, putative
	31
	0.006217
	0.7327

	116
	PF3D7_1354900
	conserved Plasmodium protein, unknown function
	17
	0.005729
	0.8217

	117
	PF3D7_1357000
	elongation factor 1-alpha
	162
	0.006922
	0.8087

	118
	PF3D7_1359400
	CUGBP Elav-like family member 1
	37
	0.005238
	0.857

	119
	PF3D7_1364800
	DNA-directed RNA polymerases I, II, and III subunit RPABC1, putative
	8
	0.007127
	0.8137

	120
	PF3D7_1365900
	ubiquitin-60S ribosomal protein L40
	71
	0.006149
	0.926

	121
	PF3D7_1367000
	suppressor of kinetochore protein 1, putative
	10
	0.006366
	0.9425

	122
	PF3D7_1402500
	ribosomal protein S27a, putative
	15
	0.006015
	0.8635

	123
	PF3D7_1404900
	conserved Plasmodium protein, unknown function
	118
	0.00635
	0.9049

	124
	PF3D7_1405800
	ribosome biogenesis protein BOP1, putative
	21
	0.004417
	0.8899

	125
	PF3D7_1407800
	plasmepsin IV
	57
	0.006784
	0.8148

	126
	PF3D7_1407900
	plasmepsin I
	63
	0.005527
	0.7519

	127
	PF3D7_1408500
	conserved Plasmodium protein, unknown function
	10
	0.005989
	0.8627

	128
	PF3D7_1409000
	WD repeat-containing protein, putative
	11
	0.009656
	0.7564

	129
	PF3D7_1410200
	CTP synthase
	48
	0.005182
	0.8865

	130
	PF3D7_1414000
	26S proteasome regulatory subunit RPN13, putative
	14
	0.005983
	0.9742

	131
	PF3D7_1415300
	RNA-binding protein Nova-1, putative
	7
	0.005376
	0.9697

	132
	PF3D7_1416100
	protein SEY1, putative
	10
	0.01487
	0.9157

	133
	PF3D7_1419300
	glutathione S-transferase
	6
	0.005333
	0.862

	134
	PF3D7_1431600
	succinyl-CoA ligase [ADP-forming] subunit beta, putative
	21
	0.007725
	0.7646

	135
	PF3D7_1433500
	DNA topoisomerase 2
	32
	0.006992
	0.9071

	136
	PF3D7_1434600
	methionine aminopeptidase 2
	47
	0.010364
	0.8757

	137
	PF3D7_1438900
	thioredoxin peroxidase 1
	101
	0.006017
	0.9017

	138
	PF3D7_1442400
	protein KIC9
	18
	0.007711
	0.843

	139
	PF3D7_1445100
	histidine--tRNA ligase, putative
	27
	0.007218
	0.7312

	140
	PF3D7_1447800
	calponin homology domain-containing protein, putative
	13
	0.006236
	0.9131

	141
	PF3D7_1451100
	elongation factor 2
	243
	0.0079
	0.8268

	142
	PF3D7_1460300
	60S ribosomal protein L29, putative
	8
	0.005088
	0.9813

	143
	PF3D7_1460600
	inner membrane complex sub-compartment protein 3
	7
	0.006455
	0.8074

	144
	PF3D7_1462800
	glyceraldehyde-3-phosphate dehydrogenase
	153
	0.00765
	0.908

	145
	PF3D7_1474800
	proteasome subunit alpha type-1, putative
	53
	0.006033
	0.8422


[bookmark: OLE_LINK188]a PSMs: Number of Peptide Spectrum Matches.
b MDT: Minimal Dose Threshold, minimal drug dose required to induce protein stabilization.
[bookmark: OLE_LINK24]c R2: The dose-response curve fitting quality.
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Fig. S1. Protein–protein interaction (PPI) analysis of the potential target proteins identified by MS-CETSA.
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Fig. S2. The number and percentage of target proteins identified by MS-CETSA in this study and ABPP in Wang et al. 2015.

Table S2 
The target proteins list of the MS-CETSA and ABPP (Wang et al.2015).
	No
	Accession
	Description
	Comments

	1
	PF3D7_0108000
	proteasome subunit beta type-3, putative
	MS-CETSA 

	2
	PF3D7_0109000
	photosensitized INA-labeled protein PHIL1
	

	3
	PF3D7_0109400
	tubulin-specific chaperone a, putative
	

	4
	PF3D7_0113000
	glutamic acid-rich protein GARP
	

	5
	PF3D7_0203400
	conserved Plasmodium protein, unknown function
	

	6
	PF3D7_0207800
	serine repeat antigen 3
	

	7
	PF3D7_0208500
	acyl carrier protein
	

	8
	PF3D7_0210100
	60S ribosomal protein L37ae, putative
	

	9
	PF3D7_0215400
	conserved Plasmodium protein, unknown function
	

	10
	PF3D7_0217900
	thioesterase/thiol ester dehydrase-isomerase, putative
	

	11
	PF3D7_0302500
	cytoadherence linked asexual protein 3.1
	

	12
	PF3D7_0303200
	HAD superfamily protein, putative
	

	13
	PF3D7_0306800
	T-complex protein 1 subunit beta
	

	14
	PF3D7_0307100
	40S ribosomal protein S12, putative
	

	15
	PF3D7_0310500
	ATP-dependent RNA helicase DHX57, putative
	

	16
	PF3D7_0317600
	40S ribosomal protein S11, putative
	

	17
	PF3D7_0323000
	translation machinery-associated protein 7, putative
	

	18
	PF3D7_0402100
	Plasmodium exported protein (PHISTb), unknown function
	

	19
	PF3D7_0406100
	V-type proton ATPase subunit B
	

	20
	PF3D7_0419600
	ran-specific GTPase-activating protein 1, putative
	

	21
	PF3D7_0505500
	DNA mismatch repair protein MSH6, putative
	

	22
	PF3D7_0505900
	mediator of RNA polymerase II transcription subunit 11, putative
	

	23
	PF3D7_0511700
	EKC/KEOPS complex subunit CGI121
	

	24
	PF3D7_0512000
	prefoldin subunit 6, putative
	

	25
	PF3D7_0517000
	60S ribosomal protein L12, putative
	

	26
	PF3D7_0518200
	SWIB/MDM2 domain-containing protein
	

	27
	PF3D7_0528100
	AP-1/2 complex subunit beta, putative
	

	28
	PF3D7_0530000
	conserved Plasmodium protein, unknown function
	

	29
	PF3D7_0532300
	Plasmodium exported protein (PHISTb), unknown function
	

	30
	PF3D7_0605100
	RNA-binding protein, putative
	

	31
	PF3D7_0610400
	histone H3
	

	32
	PF3D7_0610500
	peptidyl-tRNA hydrolase PTRHD1, putative
	

	33
	PF3D7_0617200
	BFR1 domain-containing protein, putative
	

	34
	PF3D7_0618200
	conserved protein, unknown function
	

	35
	PF3D7_0711300
	conserved Plasmodium protein, unknown function
	

	36
	PF3D7_0714000
	histone H2B variant
	

	37
	PF3D7_0715000
	4-nitrophenylphosphatase
	

	38
	PF3D7_0716300
	conserved protein, unknown function
	

	39
	PF3D7_0724600
	protein kinase, putative
	

	40
	PF3D7_0802200
	1-cys peroxiredoxin
	

	41
	PF3D7_0810000
	acyl-CoA binding protein, putative
	

	42
	PF3D7_0814200
	DNA/RNA-binding protein Alba 1
	

	43
	PF3D7_0817500
	histidine triad nucleotide-binding protein 1
	

	44
	PF3D7_0817900
	high mobility group protein B2
	

	45
	PF3D7_0822600
	protein transport protein SEC23
	

	46
	PF3D7_0903600
	conserved protein, unknown function
	

	47
	PF3D7_0904100
	AP-4 complex subunit epsilon, putative
	

	48
	PF3D7_0904700
	bacterial histone-like protein
	

	49
	PF3D7_0904800
	replication protein A1, small fragment
	

	50
	PF3D7_0905100
	nucleoporin NUP221, putative
	

	51
	PF3D7_0905400
	high molecular weight rhoptry protein 3
	

	52
	PF3D7_0905900
	coatomer subunit beta, putative
	

	53
	PF3D7_0909300
	apoptosis-related protein
	

	54
	PF3D7_0914400
	protein KIC3
	

	55
	PF3D7_0917900
	heat shock protein 70
	

	56
	PF3D7_0919000
	nucleosome assembly protein
	

	57
	PF3D7_0925900
	parasitophorous vacuolar protein 5, putative
	

	58
	PF3D7_0932200
	profilin
	

	59
	PF3D7_0932300
	M18 aspartyl aminopeptidase
	

	60
	PF3D7_0934500
	V-type proton ATPase subunit E, putative
	

	61
	PF3D7_0934800
	cAMP-dependent protein kinase catalytic subunit
	

	62
	PF3D7_0935900
	ring-exported protein 1
	

	63
	PF3D7_0936800
	Plasmodium exported protein (PHISTc), unknown function
	

	64
	PF3D7_1001200
	acyl-CoA binding protein, isoform 2, ACBP2
	

	65
	PF3D7_1002100
	EMP1-trafficking protein
	

	66
	PF3D7_1008000
	histone deacetylase 2
	

	67
	PF3D7_1017900
	26S proteasome regulatory subunit p55, putative
	

	68
	PF3D7_1025300
	conserved protein, unknown function
	

	69
	PF3D7_1031700
	protein phosphatase inhibitor 3
	

	70
	PF3D7_1035200
	S-antigen
	

	71
	PF3D7_1105100
	histone H2B
	

	72
	PF3D7_1108600
	endoplasmic reticulum-resident calcium binding protein
	

	73
	PF3D7_1115300
	cysteine proteinase falcipain 2b
	

	74
	PF3D7_1115700
	cysteine proteinase falcipain 2a
	

	75
	PF3D7_1115800
	conserved Plasmodium protein, unknown function
	

	76
	PF3D7_1124600
	ethanolamine kinase
	

	77
	PF3D7_1126200
	40S ribosomal protein S18, putative
	

	78
	PF3D7_1130100
	60S ribosomal protein L38
	

	79
	PF3D7_1132200
	T-complex protein 1 subunit alpha
	

	80
	PF3D7_1132300
	nucleic acid binding protein, putative
	

	81
	PF3D7_1135400
	conserved Plasmodium protein, unknown function
	

	82
	PF3D7_1203700
	nucleosome assembly protein
	

	83
	PF3D7_1205700
	targeted glyoxalase II
	

	84
	PF3D7_1211800
	polyubiquitin
	

	85
	PF3D7_1213200
	mediator of RNA polymerase II transcription subunit 18, putative
	

	86
	PF3D7_1215300
	10 kDa chaperonin
	

	87
	PF3D7_1229400
	macrophage migration inhibitory factor
	

	88
	PF3D7_1230700
	protein transport protein SEC13
	

	89
	PF3D7_1232100
	60 kDa chaperonin
	

	90
	PF3D7_1304900
	DNA-directed RNA polymerase II subunit RPB11, putative
	

	91
	PF3D7_1306600
	V-type proton ATPase subunit H, putative
	

	92
	PF3D7_1306900
	U1 small nuclear ribonucleoprotein A, putative
	

	93
	PF3D7_1311500
	26S protease regulatory subunit 7, putative
	

	94
	PF3D7_1312600
	2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial, putative
	

	95
	PF3D7_1318400
	structural maintenance of chromosomes protein 2, putative
	

	96
	PF3D7_1321900
	conserved protein, unknown function
	

	97
	PF3D7_1323100
	60S ribosomal protein L6, putative
	

	98
	PF3D7_1324000
	conserved Plasmodium protein, unknown function
	

	99
	PF3D7_1334300
	MSP7-like protein
	

	100
	PF3D7_1341900
	V-type proton ATPase subunit D, putative
	

	101
	PF3D7_1345700
	isocitrate dehydrogenase [NADP], mitochondrial
	

	102
	PF3D7_1347500
	DNA/RNA-binding protein Alba 4
	

	103
	PF3D7_1351700
	inner membrane complex protein 1f, putative
	

	104
	PF3D7_1354900
	conserved Plasmodium protein, unknown function
	

	105
	PF3D7_1357000
	elongation factor 1-alpha
	

	106
	PF3D7_1359400
	CUGBP Elav-like family member 1
	

	107
	PF3D7_1364800
	DNA-directed RNA polymerases I, II, and III subunit RPABC1, putative
	

	108
	PF3D7_1367000
	suppressor of kinetochore protein 1, putative
	

	109
	PF3D7_1402500
	ribosomal protein S27a, putative
	

	110
	PF3D7_1404900
	conserved Plasmodium protein, unknown function
	

	111
	PF3D7_1405800
	ribosome biogenesis protein BOP1, putative
	

	112
	PF3D7_1408500
	conserved Plasmodium protein, unknown function
	

	113
	PF3D7_1409000
	WD repeat-containing protein, putative
	

	114
	PF3D7_1410200
	CTP synthase
	

	115
	PF3D7_1414000
	26S proteasome regulatory subunit RPN13, putative
	

	116
	PF3D7_1415300
	RNA-binding protein Nova-1, putative
	

	117
	PF3D7_1416100
	protein SEY1, putative
	

	118
	PF3D7_1419300
	glutathione S-transferase
	

	119
	PF3D7_1431600
	succinyl-CoA ligase [ADP-forming] subunit beta, putative
	

	120
	PF3D7_1433500
	DNA topoisomerase 2
	

	121
	PF3D7_1434600
	methionine aminopeptidase 2
	

	122
	PF3D7_1442400
	protein KIC9
	

	123
	PF3D7_1445100
	histidine--tRNA ligase, putative
	

	124
	PF3D7_1447800
	calponin homology domain-containing protein, putative
	

	125
	PF3D7_1460300
	60S ribosomal protein L29, putative
	

	126
	PF3D7_1474800
	proteasome subunit alpha type-1, putative
	

	127
	PF3D7_0322900
	40S ribosomal protein S3A, putative
	MS-CETSA & ABPP (Wang et al. 2015)

	128
	PF3D7_0520900
	adenosylhomocysteinase
	

	129
	PF3D7_0608700
	T-complex protein 1 subunit zeta
	

	130
	PF3D7_0619400
	cell division cycle protein 48 homologue, putative
	

	131
	PF3D7_0802000
	glutamate dehydrogenase, putative
	

	132
	PF3D7_0818900
	heat shock protein 70
	

	133
	PF3D7_0915400
	ATP-dependent 6-phosphofructokinase
	

	134
	PF3D7_0929400
	high molecular weight rhoptry protein 2
	

	135
	PF3D7_1016300
	GBP130 protein
	

	136
	PF3D7_1118300
	insulinase, putative
	

	137
	PF3D7_1246200
	actin I
	

	138
	PF3D7_1343000
	phosphoethanolamine N-methyltransferase
	

	139
	PF3D7_1365900
	ubiquitin-60S ribosomal protein L40
	

	140
	PF3D7_1407800
	plasmepsin IV
	

	141
	PF3D7_1407900
	plasmepsin I
	

	142
	PF3D7_1438900
	thioredoxin peroxidase 1
	

	143
	PF3D7_1451100
	elongation factor 2
	

	144
	PF3D7_1460600
	inner membrane complex sub-compartment protein 3
	

	145
	PF3D7_1462800
	glyceraldehyde-3-phosphate dehydrogenase
	

	146
	PF3D7_0102200
	ring-infected erythrocyte surface antigen (RESA) 
	ABPP (Wang et al. 2015)

	147
	PF3D7_0106300
	calcium-transporting ATPase (ATP6) 
	

	148
	PF3D7_0202000
	knob-associated histidine-rich protein (KAHRP) 
	

	149
	PF3D7_0207600
	serine repeat antigen 5 (SERA5) 
	

	150
	PF3D7_0209800
	ATP-dependent RNA helicase UAP56 (UAP56) 
	

	151
	PF3D7_0214100
	protein transport protein SEC31 (SEC31) 
	

	152
	PF3D7_0217500
	calcium-dependent protein kinase 1 (CDPK1) 
	

	153
	PF3D7_0322000
	peptidyl-prolyl cis-trans isomerase (CYP19A) 
	

	154
	PF3D7_0422400
	40S ribosomal protein S19 (RPS19) 
	

	155
	PF3D7_0500800
	mature parasite-infected erythrocyte surface antigen,erythrocyte membrane protein 2 (MESA) 
	

	156
	PF3D7_0501000
	Plasmodium exported protein, unknown function 
	

	157
	PF3D7_0501200
	parasite-infected erythrocyte surface protein (PIESP2) 
	

	158
	PF3D7_0501300
	skeleton-binding protein 1 (SBP1) 
	

	159
	PF3D7_0507100
	60S ribosomal protein L4 (RPL4) 
	

	160
	PF3D7_0513300
	purine nucleoside phosphorylase (PNP) 
	

	161
	PF3D7_0516900
	60S ribosomal protein L2 (RPL2) 
	

	162
	PF3D7_0523000
	multidrug resistance protein (MDR1) 
	

	163
	PF3D7_0525100
	acyl-CoA synthetase (ACS10) 
	

	164
	PF3D7_0606700
	coatomer alpha subunit, putative 
	

	165
	PF3D7_0608800
	ornithine aminotransferase (OAT) 
	

	166
	PF3D7_0621200
	pyridoxine biosynthesis protein PDX1 (PDX1) 
	

	167
	PF3D7_0624000
	hexokinase (HK) 
	

	168
	PF3D7_0626800
	pyruvate kinase (PyrK) 
	

	169
	PF3D7_0629200
	DnaJ protein, putative 
	

	170
	PF3D7_0706000
	importin-7, putative 
	

	171
	PF3D7_0708400
	heat shock protein 90 (HSP90) 
	

	172
	PF3D7_0708800
	heat shock protein 110 (HSP110c) 
	

	173
	PF3D7_0709000
	chloroquine resistance transporter (CRT) 
	

	174
	PF3D7_0709700
	lysophospholipase, putative 
	

	175
	PF3D7_0721600
	40S ribosomal protein S5, putative 
	

	176
	PF3D7_0722400
	GTP-binding protein, putative 
	

	177
	PF3D7_0727400
	proteasome subunit alpha type-5, putative 
	

	178
	PF3D7_0812400
	karyopherin alpha (KARalpha) 
	

	179
	PF3D7_0813300
	conserved Plasmodium protein, unknown function 
	

	180
	PF3D7_0818200
	14-3-3 protein (14-3-3I) 
	

	181
	PF3D7_0823800
	DnaJ protein, putative 
	

	182
	PF3D7_0824400
	nucleoside transporter 2 (NT2) 
	

	183
	PF3D7_0824600
	Fe-S cluster assembly protein DRE2, putative (DRE2) 
	

	184
	PF3D7_0827900
	protein disulfide isomerase (PDI8) 
	

	185
	PF3D7_0903700
	alpha tubulin 1 
	

	186
	PF3D7_0922200
	S-adenosylmethionine synthetase (SAMS) 
	

	187
	PF3D7_0922600
	glutamine synthetase, putative 
	

	188
	PF3D7_0930300
	merozoite surface protein 1 (MSP1) 
	

	189
	PF3D7_1006700
	conserved Plasmodium protein, unknown function 
	

	190
	PF3D7_1008700
	tubulin beta chain 
	

	191
	PF3D7_1012400
	hypoxanthine-guanine phosphoribosyltransferase (HGPRT) 
	

	192
	PF3D7_1012900
	autophagy-related protein 18, putative (ATG18) 
	

	193
	PF3D7_1015900
	enolase (ENO) 
	

	194
	PF3D7_1019400
	60S ribosomal protein L30e, putative 
	

	195
	PF3D7_1027800
	60S ribosomal protein L3 (RPL3) 
	

	196
	PF3D7_1029600
	adenosine deaminase (ADA) 
	

	197
	PF3D7_1033400
	haloacid dehalogenase-like hydrolase (HAD1) 
	

	198
	PF3D7_1034900
	methionine--tRNA ligase, putative 
	

	199
	PF3D7_1105800
	conserved Plasmodium protein, unknown function 
	

	200
	PF3D7_1108400
	casein kinase 2, alpha subunit (CK2alpha) 
	

	201
	PF3D7_1116700
	cathepsin C, homolog,dipeptidyl aminopeptidase 1 (DPAP1) 
	

	202
	PF3D7_1126000
	threonine--tRNA ligase (ThrRS) 
	

	203
	PF3D7_1129000
	spermidine synthase (SpdSyn) 
	

	204
	PF3D7_1137300
	conserved Plasmodium membrane protein, unknown function 
	

	205
	PF3D7_1144000
	40S ribosomal protein S21 (RPS21) 
	

	206
	PF3D7_1203900
	ubiquitin-conjugating enzyme E2 (UBC) 
	

	207
	PF3D7_1206200
	eukaryotic translation initiation factor 3 subunit 8, putative 
	

	208
	PF3D7_1211900
	non-SERCA-type Ca2+ -transporting P-ATPase (ATP4) 
	

	209
	PF3D7_1222300
	endoplasmin, putative (GRP94) 
	

	210
	PF3D7_1223100
	cAMP-dependent protein kinase regulatory subunit (PKAr) 
	

	211
	PF3D7_1224300
	polyadenylate-binding protein, putative (PABP) 
	

	212
	PF3D7_1225700
	conserved Plasmodium protein, unknown function 
	

	213
	PF3D7_1237700
	conserved Plasmodium membrane protein, unknown function 
	

	214
	PF3D7_1246800
	signal recognition particle receptor, beta subunit (SRPR-beta) 
	

	215
	PF3D7_1252100
	rhoptry neck protein 3 (RON3) 
	

	216
	PF3D7_1305300
	conserved Plasmodium protein, unknown function 
	

	217
	PF3D7_1308200
	carbamoyl phosphate synthetase (cpsSII) 
	

	218
	PF3D7_1309100
	60S ribosomal protein L24, putative 
	

	219
	PF3D7_1311900
	vacuolar ATP synthase subunit a (vapA) 
	

	220
	PF3D7_1317800
	40S ribosomal protein S19 (RPS19) 
	

	221
	PF3D7_1324900
	L-lactate dehydrogenase (LDH) 
	

	222
	PF3D7_1325100
	phosphoribosylpyrophosphate synthetase 
	

	223
	PF3D7_1331800
	60S ribosomal protein L23, putative 
	

	224
	PF3D7_1332900
	isoleucine--tRNA ligase, putative 
	

	225
	PF3D7_1338300
	elongation factor 1-gamma, putative 
	

	226
	PF3D7_1344800
	aspartate carbamoyltransferase (ATCase) 
	

	227
	PF3D7_1349200
	glutamate--tRNA ligase, putative 
	

	228
	PF3D7_1351400
	60S ribosomal protein L17, putative 
	

	229
	PF3D7_1352500
	thioredoxin-related protein, putative 
	

	230
	PF3D7_1357100
	elongation factor 1-alpha 
	

	231
	PF3D7_1357800
	TCP-1/cpn60 chaperonin family, putative 
	

	232
	PF3D7_1408000
	plasmepsin II 
	

	233
	PF3D7_1408100
	plasmepsin III,histo-aspartic protease (HAP) 
	

	234
	PF3D7_1410700
	conserved Plasmodium protein, unknown function 
	

	235
	PF3D7_1414300
	60S ribosomal protein L10, putative 
	

	236
	PF3D7_1416500
	NADP-specific glutamate dehydrogenase (GDH1) 
	

	237
	PF3D7_1419200
	thioredoxin-like protein, putative 
	

	238
	PF3D7_1426000
	60S ribosomal protein L21 (RPL21) 
	

	239
	PF3D7_1431700
	60S ribosomal protein L14, putative 
	

	240
	PF3D7_1437900
	HSP40, subfamily A, putative 
	

	241
	PF3D7_1438100
	secretory complex protein 62 (SEC62) 
	

	242
	PF3D7_1444800
	fructose-bisphosphate aldolase (FBPA) 
	

	243
	PF3D7_1447000
	40S ribosomal protein S5 
	

	244
	PF3D7_1456700
	conserved Plasmodium protein, unknown function 
	

	245
	PF3D7_1456800
	V-type H(+)-translocating pyrophosphatase, putative (VP1) 
	

	246
	PF3D7_1459400
	conserved Plasmodium protein, unknown function 
	

	247
	PF3D7_1460700
	60S ribosomal protein L27 (RPL27) 
	

	248
	PF3D7_1462300
	conserved Plasmodium protein, unknown function 
	

	249
	PF3D7_1465900
	40S ribosomal protein S3 
	

	250
	PF3D7_1468700
	eukaryotic initiation factor 4A (eIF4A) 
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Fig. S3. Docking simulation of ATS binding to Pf1-CysPxn (PDB:1XCC) at two sites with (a) -5.2 and (b) -5.0 kcal/mol binding energy, respectively.
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[bookmark: OLE_LINK57][bookmark: OLE_LINK36][bookmark: OLE_LINK151]Fig. S4. Lipidomic analysis of P. falciparum 3D7 treated with ATS versus DMSO control. (a) Partial least squares discriminant analysis (PLS-DA) plot of all the measured lipid species, indicating a clear separation between the two groups. (b) Number of measured lipid subclasses in the P. falciparum 3D7. 
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Fig. S5. Heatmap showing the lipids with significantly changed levels in P. falciparum after treatment with ATS.

Table S3 
Differential lipid species of P. falciparum after treatment with ATS versus DMSO.
	[bookmark: OLE_LINK186]No
	Name
	Log2FC
	P-value
	VIP

	[bookmark: _Hlk121158920]1
	DG (14:0/18:3(9Z,12Z,15Z)/0:0)
	-0.6824 
	6.12*10-7
	2.3156 

	2
	PS (16:0/20:5)
	-0.4356 
	4.55*10-6
	2.2666 

	3
	PI (16:0/20:5)
	-0.4804 
	4.94*10-6
	2.2669 

	4
	1-(1Z-octadecenyl)-2-oleoyl-sn-glycero-3-phosphoserine
	-0.4927 
	2.78*10-5
	2.2136 

	5
	PC (16:0/20:5)
	-0.3966 
	3.55*10-5
	2.2152 

	6
	PS (16:0/18:2)
	-0.3128 
	5.74*10-5
	2.1868 

	7
	DPPI
	-0.3876 
	1.30*10-4
	2.1257 

	8
	PG (17:0/18:1)
	-0.3435 
	1.45*10-4
	2.1553 

	9
	1-Stearoyl-2-oleoyl-sn-glycerol
	-0.3304 
	1.47*10-4
	2.1143 

	10
	1-octadecanoyl-sn-glycero-3-phospho-(1'-sn-glycerol)
	-0.7344 
	2.43*10-4
	2.0971 

	11
	norselic acid E
	-0.8335 
	2.83*10-4
	2.0871 

	12
	PI (18:1/18:2)
	0.3593 
	4.41*10-4
	2.0489 

	13
	DAG (20:0/18:1)
	-0.4370 
	4.81*10-4
	2.0772 

	14
	PI (18:1/18:1)
	0.4122 
	4.86*10-4
	2.1007 

	15
	SQDG (18:1/18:1)
	0.5765 
	5.15*10-4
	2.0531 

	16
	PC (18:2/20:5)
	-0.5029 
	5.58*10-4
	2.0436 

	17
	1-(9Z-hexadecenoyl)-2-(9Z,12Z-octadecadienoyl)-sn-glycerol
	-0.5317 
	5.61*10-4
	2.0369 

	18
	LPG 18:0
	-0.7155 
	5.73*10-4
	2.1416 

	19
	PC (15:0/22:5)
	-0.6343 
	6.33*10-4
	2.0335 

	20
	2-Hydroxy-8-(2-octyl-1-cyclopropen-1-yl)octanoic acid
	0.3778 
	6.57*10-4
	2.0450 

	21
	PE (16:0/16:1)
	0.3280 
	8.85*10-4
	2.0620 

	22
	Proscillaridin
	0.3437 
	1.16*10-3
	1.9825 

	23
	PC (18:4e/20:1)
	-0.5739 
	1.16*10-3
	2.0167 

	24
	PE (20:2/20:2)
	0.4856 
	1.21*10-3
	1.9985 

	25
	LPI 20:5
	-0.8898 
	1.26*10-3
	2.0240 

	26
	PE (18:0/22:4)
	0.3662 
	1.34*10-3
	2.1302 

	27
	DAG (18:0/18:1)
	-0.4853 
	1.63*10-3
	1.9355 

	28
	OxPC (16:0-18:1+1O(1Cyc))
	-0.6690 
	1.76*10-3
	2.1252 

	29
	1-Myristoleoyl-2-docosahexaenoyl-sn-glycero-3-phosphoethanolamine
	0.4064 
	1.89*10-3
	1.9930 

	30
	DAG (16:0/18:1)
	-0.5009 
	1.91*10-3
	1.9213 

	31
	HexCer-AP (t18:1/24:1)
	0.4954 
	2.06*10-3
	1.9022 

	32
	1-(10Z-heptadecenoyl)-sn-glycero-3-phosphocholine
	-0.6039 
	2.10*10-3
	2.0073 

	33
	3-(Icosanoyloxy)-4-(trimethylammonio)butanoate
	0.3737 
	2.52*10-3
	1.9105 

	34
	10-Oxononadecanoic acid
	-0.4299 
	2.52*10-3
	1.8850 

	35
	(2R)-1-(Octadecyloxy)-3-(phosphonooxy)-2-propanyl (9Z)-9-nonadecenoate
	-0.4231 
	3.08*10-3
	1.8997 

	36
	N-Oleoyl-L-Serine
	0.5929 
	3.10*10-3
	1.8650 

	37
	1-oleoyl-2-(4Z,7Z,10Z,13Z,16Z,19Z-docosahexaenoyl)-sn-glycerol
	0.4576 
	3.78*10-3
	1.8785 

	38
	HexCer-NS (d18:1/16:0)
	0.4931 
	4.44*10-3
	1.9046 

	39
	PS (16:0/18:3)
	-0.4405 
	4.49*10-3
	1.9852 

	40
	LPC 18:1
	-0.5966 
	5.13*10-3
	1.8656 

	41
	PC (18:3/18:3)
	-0.2928 
	5.26*10-3
	1.8620 

	42
	PC (16:0/16:1)
	0.6282 
	5.47*10-3
	1.9336 

	43
	(2R)-1-(Octadecyloxy)-3-(phosphonooxy)-2-propanyl pentadecanoate
	0.5071 
	5.67*10-3
	1.8076 

	44
	PC (18:2/18:3)
	-0.2997 
	5.80*10-3
	1.8195 

	45
	OxPC (16:0-20:4+1O(1Cyc))
	-0.2869 
	5.81*10-3
	1.7903 

	46
	clavepictine B
	0.3551 
	5.84*10-3
	1.8194 

	47
	C2-ceramide
	0.8323 
	5.99*10-3
	1.7739 

	48
	LPC 20:0
	-0.4383 
	6.30*10-3
	1.9014 

	49
	PC (16:0/18:5)
	-0.5094 
	6.73*10-3
	1.7864 

	50
	CL (18:0-20:5-18:1-18:2)
	-0.6136 
	7.58*10-3
	1.8017 

	51
	PS (17:1/17:2)
	-0.4834 
	7.97*10-3
	1.7674 

	52
	PC (22:6e/18:4)
	-0.6668 
	8.94*10-3
	1.8896 

	53
	1-Stearoyl-2-15(S)-HETE-sn-glycero-3-PE
	0.2752 
	8.95*10-3
	1.7885 

	54
	PC (14:1e/24:4)
	0.3662 
	9.16*10-3
	1.7793 

	55
	Octadecanedioic acid
	0.3681 
	1.01*10-2
	1.7319 

	56
	HBMP (16:0-16:0-18:0)
	0.3485 
	1.03*10-2
	1.6972 

	57
	PC (13:0/13:0)
	0.4429 
	1.04*10-2
	1.7400 

	58
	PE (18:0/18:0)
	0.2760 
	1.08*10-2
	1.7114 

	59
	1,2-DILINOLENOYL-SN-GLYCERO-3-PHOSPHATIDYLETHANOLAMINE
	0.3980 
	1.11*10-2
	1.7153 

	60
	1-(1Z-octadecenyl)-2-arachidonoyl-sn-glycero-3-phosphoserine
	-0.3763 
	1.15*10-2
	1.8322 

	61
	1-Palmitoyl-2-docosahexaenoyl-sn-glycero-3-phosphocholine
	-0.3508 
	1.19*10-2
	1.7066 

	62
	PC (16:1e/17:0)
	0.3346 
	1.20*10-2
	1.7730 

	63
	PE (16:1/18:1)
	0.4171 
	1.34*10-2
	1.7366 

	64
	LPC 16:0
	-0.4186 
	1.38*10-2
	1.7857 

	65
	3-O-Sulfogalactosylceramide
	0.5262 
	1.43*10-2
	1.7015 

	66
	PE (16:0/17:2)
	0.3280 
	1.44*10-2
	1.6639 

	67
	PC (20:5e/15:0)
	0.3737 
	1.46*10-2
	1.6486 

	68
	SM (d14:1/26:1)
	0.7178 
	1.50*10-2
	1.8172 

	69
	1-Palmitoyl-2-oleoyl-sn-glycerol
	-0.4432 
	1.55*10-2
	1.7999 

	70
	PC (18:4e/15:0)
	0.3473 
	1.57*10-2
	1.6538 

	71
	PG (16:1/17:1)
	0.4309 
	1.60*10-2
	1.7339 

	72
	HexCer-AP (t18:1/24:0)
	0.4578 
	1.66*10-2
	1.6370 

	73
	PE (20:3/22:6)
	0.5870 
	1.67*10-2
	1.6599 

	74
	PC (17:0/18:5)
	-0.5794 
	1.70*10-2
	1.6088 

	75
	1-[(9Z)-tetradecenoyl]-2-[(5Z,8Z,11Z,14Z)-icosatetraenoyl]-sn-glycerol
	0.2887 
	1.75*10-2
	1.6556 

	76
	PS (18:1/18:3)
	-0.5769 
	1.80*10-2
	1.7466 

	77
	LPG 16:0
	-0.2697 
	1.84*10-2
	1.6801 

	78
	N-[(2S,3R,4E,6R)-1,3,6-Trihydroxy-4-octadecen-2-yl]tricosanamide
	0.3046 
	1.92*10-2
	1.5898 

	79
	OxPC (16:0-20:3+1O(1Cyc))
	-0.3575 
	1.92*10-2
	1.7017 

	80
	DAG (18:0/20:4)
	-0.4577 
	1.97*10-2
	1.5964 

	81
	N-hexacosanoylphytosphingosine
	-0.2916 
	2.09*10-2
	1.5696 

	82
	Pfaffic acid
	0.3381 
	2.19*10-2
	1.5825 

	83
	HBMP (16:0-16:0-16:0)
	0.4150 
	2.23*10-2
	1.6085 

	84
	PC (19:2/18:3)
	0.5680 
	2.24*10-2
	1.6148 

	85
	PE (18:0/22:6)
	0.4460 
	2.33*10-2
	1.6866 

	86
	Gingerglycolipid A
	0.3145 
	2.34*10-2
	1.7031 

	87
	Arachidonoyl amide
	-0.2833 
	2.44*10-2
	1.6657 

	88
	1-hexadecanoyl-2-(9Z,12Z-octadecadienoyl)-sn-glycero-3-phosphate
	-0.4254 
	2.51*10-2
	1.5948 

	89
	Ceramide (d18:1/26:0)
	0.2631 
	2.75*10-2
	1.5564 

	90
	Cholesterol glucuronide
	0.3741 
	2.80*10-2
	1.5247 

	91
	HBMP (14:0-20:1-14:0)
	-0.3993 
	2.88*10-2
	1.6298 

	92
	PC (18:3/20:5)
	-0.5598 
	2.92*10-2
	1.5818 

	93
	Palmitoyl Serinol
	0.2865 
	3.05*10-2
	1.5019 

	94
	PE (18:1/20:5)
	0.3100 
	3.22*10-2
	1.4846 

	95
	PC (14:0/18:2)
	-0.2833 
	3.23*10-2
	1.4934 

	96
	2-Aminoethyl 2,3-bis(octadecyloxy)propyl hydrogen phosphate
	0.4078 
	3.31*10-2
	1.5185 

	97
	PG (18:1/20:3)
	0.4438 
	3.35*10-2
	1.5183 

	98
	Lysolecithin
	-0.2990 
	3.54*10-2
	1.6209 

	99
	Trilinolein
	-0.6978 
	3.61*10-2
	1.4984 

	100
	N-oleoyl-(4E,14Z)-sphingadienine-1-phosphocholine
	0.2740 
	3.63*10-2
	1.5053 

	101
	1-palmityl-2-oleoyl-sn-glycero-3-phosphate
	-0.2767 
	3.78*10-2
	1.4635 

	102
	PC (22:5e/16:0)
	0.3729 
	3.81*10-2
	1.4953 

	103
	(9Z,11R,12Z,15Z)-11-(Stearoyloxy)-9,12,15-octadecatrienoic acid
	0.2929 
	3.83*10-2
	1.4716 

	104
	(2R)-1-(Hexadecyloxy)-3-(phosphonooxy)-2-propanyl (11Z)-11-icosenoate
	-0.3578 
	3.89*10-2
	1.5416 

	105
	PC (14:0/20:5)
	-0.5644 
	3.99*10-2
	1.5012 

	106
	Licochalcone A
	0.6135 
	4.01*10-2
	1.4663 

	107
	LPC 17:0
	-0.3475 
	4.16*10-2
	1.5307 

	108
	N-[(15Z)-tetracosenoyl]sphinganine-1-phosphocholine
	0.5853 
	4.18*10-2
	1.4233 

	109
	SM (d14:0/21:1)
	0.2699 
	4.39*10-2
	1.4186 

	110
	UNII:74D1OHC38H
	0.5662 
	4.59*10-2
	1.4104 

	111
	Seocalcitol
	0.2712 
	4.70*10-2
	1.3956 
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