Supplementary Table 1. RNA sequencing result of LIN28B and 87 metabolism-related genes according to KEGG pathway annotation
	Gene Symbol
	sg-Control Expression
	sg-LIN28B Expression
	log2(fold change)
	p-value

	LIN28B
	6.6
	2.8
	-1.2
	8.70E-37

	ADCY1
	4.7
	1.7
	-1.4
	1.8E-77

	SMPD1
	4.2
	10.7
	1.3
	3.3E-28

	PFKFB3
	9.8
	4.4
	-1.1
	3.5E-40

	ENTPD8
	1.1
	3.1
	1.5
	1.1E-07

	PFKP
	47.7
	6.3
	-2.9
	2.0E-301

	HAAO
	0.1
	0.2
	1.7
	2.4E-06

	GLA
	28.5
	128.4
	2.2
	0.0E+00

	HS6ST3
	1.2
	0.4
	-1.5
	1.1E-11

	ELOVL4
	9.4
	35.9
	1.9
	7.6E-207

	CDA
	8.8
	64.8
	2.9
	5.9E-184

	CHST15
	7.5
	1.4
	-2.4
	3.3E-93

	ACSM3
	19.6
	42.9
	1.1
	2.1E-67

	PRDM2
	7.9
	3.9
	-1.0
	1.6E-39

	NAALADL2
	1.6
	0.8
	-1.0
	2.2E-08

	GALNT6
	4.3
	10.2
	1.2
	1.4E-50

	PIK3CD
	4.8
	2.1
	-1.2
	5.4E-25

	OSBPL10
	2.4
	9.3
	1.9
	5.8E-78

	PLEKHA6
	1.3
	3.4
	1.4
	3.1E-31

	ARMC9
	236.0
	74.4
	-1.7
	0.0E+00

	PRODH
	2.6
	0.6
	-2.0
	8.2E-12

	GUCY1B1
	0.9
	0.3
	-1.5
	4.0E-05

	CYP2R1
	2.5
	0.1
	-4.9
	1.7E-22

	TYRP1
	2.4
	0.1
	-5.1
	1.5E-33

	PAPSS2
	0.9
	0.4
	-1.1
	2.3E-04

	GALNT14
	2.3
	0.3
	-3.1
	6.6E-18

	GAD1
	2.1
	16.7
	3.0
	1.8E-99

	WDR37
	4.5
	1.8
	-1.4
	2.7E-25

	PYGM
	8.5
	2.2
	-2.0
	9.8E-55

	HSPA12A
	2.0
	0.2
	-3.4
	1.4E-37

	B4GALT6
	6.7
	3.3
	-1.0
	2.9E-28

	IDI2
	2.2
	0.7
	-1.7
	3.7E-06

	NMNAT2
	1.5
	0.2
	-3.3
	3.0E-31

	SFXN2
	8.3
	17.8
	1.1
	1.8E-38

	CYP26A1
	4.9
	1.7
	-1.6
	3.3E-16

	PLCG2
	1.0
	5.0
	2.3
	2.2E-106

	GALNT17
	15.2
	5.2
	-1.6
	2.3E-75

	PLA2G12A
	6.7
	13.6
	1.0
	1.7E-52

	ATP6V1G2
	2.7
	6.2
	1.2
	5.3E-10

	GAL3ST1
	0.8
	1.9
	1.2
	1.5E-04

	TMEM163
	1.0
	0.1
	-3.8
	2.0E-08

	HS3ST3A1
	1.0
	0.2
	-2.5
	2.7E-12

	CYP2E1
	0.6
	2.7
	2.3
	1.8E-11

	PIP5KL1
	4.2
	11.2
	1.4
	3.2E-26

	CA2
	2.5
	1.1
	-1.2
	2.7E-05

	PLPP2
	0.5
	11.9
	4.5
	2.4E-69

	CILP2
	0.2
	0.5
	1.6
	1.3E-04

	ATP12A
	0.4
	1.0
	1.1
	1.7E-04

	TRPM3
	0.5
	1.6
	1.6
	2.8E-11

	MAT1A
	0.4
	2.6
	2.6
	2.5E-25

	GPT
	0.4
	1.7
	2.0
	6.1E-08

	PHOSPHO2-KLHL23
	1.5
	3.6
	1.3
	1.5E-17

	MOCS1
	3.3
	1.2
	-1.5
	5.5E-19

	MAN1C1
	4.2
	1.4
	-1.6
	6.9E-23

	DHDH
	3.6
	9.9
	1.4
	1.7E-14

	GALNT18
	5.4
	2.4
	-1.1
	6.6E-12

	ALDH1A3
	6.4
	2.0
	-1.7
	9.0E-39

	NUDT5
	42.5
	17.8
	-1.3
	5.8E-148

	CPS1
	1.9
	4.3
	1.2
	3.6E-24

	ACHE
	5.1
	2.0
	-1.4
	8.1E-18

	ST8SIA1
	0.6
	0.3
	-1.2
	4.8E-07

	AKR7L
	1.2
	0.5
	-1.3
	6.1E-05

	CHST6
	3.0
	1.2
	-1.3
	1.0E-21

	ADCY5
	0.4
	0.0
	-4.2
	1.4E-09

	BCKDHB
	18.6
	60.0
	1.7
	1.4E-184

	PIP5K1B
	0.3
	0.0
	-5.0
	5.3E-06

	GFPT2
	5.6
	2.8
	-1.0
	4.3E-14

	GUCY2D
	0.7
	2.4
	1.8
	6.2E-28

	CDS1
	2.3
	7.1
	1.6
	8.1E-50

	IDNK
	6.2
	2.6
	-1.3
	1.0E-07

	OSGIN1
	3.0
	6.1
	1.0
	4.2E-10

	CA12
	9.3
	4.6
	-1.0
	3.0E-28

	PDE5A
	0.6
	1.3
	1.1
	1.4E-06

	ALOX5
	0.3
	0.0
	-4.0
	5.4E-05

	IDI1
	57.0
	15.5
	-1.9
	6.2E-210

	CYP1A1
	13.7
	5.7
	-1.3
	1.6E-38

	FUT1
	3.5
	14.0
	2.0
	9.2E-112

	PIP4K2A
	11.4
	3.5
	-1.7
	1.8E-67

	PDE10A
	0.2
	0.0
	-4.3
	1.4E-07

	PDE3A
	0.2
	1.1
	2.6
	1.8E-22

	PLA2G4C
	8.6
	4.1
	-1.1
	1.1E-16

	DNMT3B
	5.5
	11.2
	1.0
	4.0E-36

	CHST11
	4.6
	2.2
	-1.1
	1.7E-22

	CHST4
	0.2
	1.4
	3.2
	7.9E-12

	PDE1A
	0.1
	18.4
	7.3
	3.0E-243

	ALPL
	2.6
	1.3
	-1.1
	4.3E-06

	DGKG
	0.1
	0.3
	2.1
	4.3E-05

	AGPAT3
	0.0
	0.2
	3.5
	1.4E-06



