Supplementary Tables
Table S1 Reverse Transcription Quantitative Polymerase Chain Reaction (RT-qPCR) primer sequences for PSMB9 detection.
	Primers
	Sequence 5′→3′

	H-GAPDH
	F:5'-CTGGGCTACACTGAGCACC -3'

	
	R:5'-AAGTGGTCGTTGAGGGCAATG -3'

	ODC1
	F:5'-ACGGAGTTCTACAGAAGGTTGT-3'

	
	F:5'-ATAGAGTGCCGTGTGTCATCT-3'

	PSMA3
	F:5'-GCTCAATCGGCACTGGGTAT-3'

	
	F:5'-ACCTGCTACTGCCATTCCAAC-3'

	PSMB9
	F:5'-GCACCAACCGGGGACTTAC-3'

	
	F:5'-CACTCGGGAATCAGAACCCAT-3'

	PSME1
	F:5'-CCAGTGCCTGATCCAGTCAAG-3'

	
	F:5'-ACCACGATCTTTTCATTGCAGT-3'

	PSME2
	F:5'-GCAAGAGGACTCCCTCAATGT-3'

	
	F:5'-CTTCTGGCTTAACCAGGGCA-3'

	PSMF1
	F:5'-GTGGTGACACACGGTTACTTC-3'

	
	F:5'-ATACCGGAGGACATACAGGTC-3'

	PSME3
	F:5'-AAGGTTGATTCTTTCAGGGAGC-3'

	
	F:5'-AGTGGATCTGAGTTAGGTCATGG-3'



Table S2 Primer sequences for PSMB9 knockdown/overexpression.
	Primers
	Sequence 5′→3′

	shPSMB9-F1
	CCGGCGCTTCACCACAGACGCTATTCTCGAGAATAGCGTCTGTGGTGAAGCGTTTTTG

	shPSMB9-R1
	AATTCAAAAACGCTTCACCACAGACGCTATTCTCGAGAATAGCGTCTGTGGTGAAGCG

	shPSMB9-F2
	CCGGCATCTACCTGGTCACTATTACCTCGAGGTAATAGTGACCAGGTAGATGTTTTTG

	shPSMB9-R2
	AATTCAAAAACATCTACCTGGTCACTATTACCTCGAGGTAATAGTGACCAGGTAGATG

	shPSMB9-F3
	CCGGGCTGCAAATGTGGTGAGAAATCTCGAGATTTCTCACCACATTTGCAGCTTTTTG

	shPSMB9-R3
	AATTCAAAAAGCTGCAAATGTGGTGAGAAATCTCGAGATTTCTCACCACATTTGCAGC

	OE-PSMB9-F
	ATCTATTTCCGGTGAATTCCTCGAGGCCACCATGCTGCGGGCGGGAGCACC

	OE-PSMB9-R
	CGGGATCCGCGGCCGCTCTAGATCACTCATCATAGAATTTTGGCAG



Table S3 RT-qPCR primer sequences for key gene detection.
	Primers
	Sequence 5′→3′

	CDC20-F
	GACCACTCCTAGCAAACCTGG

	CDC20-R
	GGGCGTCTGGCTGTTTTCA

	HLA-F-F
	TGGCCCTGACCGATACTTG

	HLA-F-R
	GCAGGAATTGCGTGTCGTC

	UBA7-F
	GCACCTTGTGTCATAAGCATGG

	UBA7-R
	TTCCTCAGAGTGAGAATGCCA

	TAP1-F
	CTGGGGAAGTCACCCTACC

	TAP1-R
	CAGAGGCTCCCGAGTTTGTG



Table S4 Primer sequences for HLA-F knockdown/overexpression.
	Primers
	Sequence 5′→3′

	shHLA-F-1
	F:5′-CCGGCGAAGGAGCAACAGTAGAAATCTCGAGATTTCTACTGTTGCTCCTTCGTTTTTG-3′

	
	R:5′-AATTCAAAAACGAAGGAGCAACAGTAGAAATCTCGAGATTTCTACTGTTGCTCCTTCG-3′

	shHLA-F-2
	F:5′-CCGGCCCTCGAATGCAACTCTCTTTCTCGAGAAAGAGAGTTGCATTCGAGGGTTTTTG-3′

	
	R:5′-AATTCAAAAACCCTCGAATGCAACTCTCTTTCTCGAGAAAGAGAGTTGCATTCGAGGG-3′

	shHLA-F-3
	F:5′-CCGGCAAACGGAAAGGAGAGGGATACTCGAGTATCCCTCTCCTTTCCGTTTGTTTTTG-3′

	
	R:5′-AATTCAAAAACAAACGGAAAGGAGAGGGATACTCGAGTATCCCTCTCCTTTCCGTTTG-3′

	OE-HLA-F
	F:5′-ATGGAGGACAGTTTCCTTCAAT-3′

	
	R:5′-TCATTCGGTGGATTTTTTCTCT-3′



Table S5 Univariate Cox analysis of differentially expressed polyamine metabolism-related genes (DE-PMRGs).
	ID
	HR
	HR.95L
	HR.95H
	pvalue
	Trend

	ODC1
	1.860 
	1.595 
	2.171 
	2.95E-15
	up

	PSMA2
	7.264 
	5.357 
	9.851 
	2.69E-37
	up

	PSMA3
	4.108 
	3.021 
	5.587 
	2.13E-19
	up

	PSMB1
	2.507 
	2.090 
	3.007 
	3.63E-23
	up

	PSMB10
	2.198 
	1.791 
	2.698 
	4.77E-14
	up

	PSMB4
	5.210 
	3.998 
	6.790 
	2.57E-34
	up

	PSMB8
	2.133 
	1.880 
	2.420 
	6.44E-32
	up

	PSMB9
	1.934 
	1.727 
	2.165 
	2.45E-30
	up

	PSME1
	2.281 
	1.835 
	2.835 
	1.07E-13
	up

	PSME2
	2.523 
	2.125 
	2.996 
	4.69E-26
	up

	PSME3
	3.123 
	2.226 
	4.382 
	4.26E-11
	up

	PSMF1
	5.230 
	3.481 
	7.857 
	1.62E-15
	up

	SAT1
	2.351 
	2.070 
	2.669 
	9.55E-40
	up



Table S6 Hazard Ratio (HR) values of core prognostic PMRGs in glioblastoma multiforme and lower grade glioma (GBMLGG).
	Symbol
	HR.x
	Pvalue.x
	HR.y
	Pvalue.y

	ODC1
	2.63 
	6.11E-15
	1.85 
	1.71E-09

	PSMA3
	3.38 
	<0.0001
	1.92 
	1.32E-10

	PSMB4
	4.09 
	<0.0001
	2.06 
	4.89E-13

	PSMB8
	4.57 
	<0.0001
	1.82 
	1.16E-09

	PSMB9
	4.35 
	<0.0001
	2.04 
	3.37E-13

	PSME1
	2.51 
	1.20E-13
	1.35 
	3.19E-03

	PSME2
	4.01 
	<0.0001
	1.46 
	8.81E-04

	PSME3
	2.22 
	2.24E-10
	1.53 
	2.17E-04

	PSMF1
	2.66 
	1.67E-15
	1.43 
	5.12E-04

	SAT1
	4.91 
	<0.0001
	2.53 
	<0.0001



[bookmark: _GoBack]Table S7 Tumor volume measurement data in nude mice.
	Groups
	D10
	D15
	D20
	D25

	T98G
	95.20±52.00
	204.58±66.54
	402.93±80.16
	652.28±201.33

	T98G-KO
	71.49±22.76
	150.48±22.74
	270.38±42.30
	415.65±72.34

	F
	3.051
	5.077
	2.823
	1.843

	P
	0.331
	0.089
	0.005
	0.021



Table S8 Tumor weight statistical data in nude mice.
	Groups
	Tumor weight (g)

	T98G-KO
	0.335±0.08

	T98G
	0.709±0.38

	F
	2.947

	P
	0.039



