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Datasets

Sun brain

French brain

TCGA brain

CGGA brain

Rickman brain

Bredel brain 2

Liang brain

Study description

One hundred fifty-seven (157) brain and CNS tumors and 23 normal brain samples were analyzed on Affymetrix U133 Plus
2.0 microarrays. Sample data includes type, grade, and sample name. Corresponding DNA copy number data is available
in Kotliarov Brain

Twenty-three (23) anaplastic oligodendroglioma, 4 anaplastic oligoastrocytoma, and 6 normal brain samples were analyzed
on Affymetrix U133 Plus 2.0 microarrays. Sample data includes 10q loss of heterozygosity, 19q loss of heterozygosity, 1p
loss of heterozygostty, age, chemotherapy response, EGFR amplification, sex, survival atter diagnosis, survival after surgical
resection, and therapy

Five hundred forty-seven (547) glioblastoma and 10 normal brain samples were analyzed. Sample data includes age, sex,
survival, and others. This dataset consists of Level 2 (processed) data from the TCGA data portal. Corresponding DNA copy
number data is available in TCGA Brain 2

The CGGA RNA sequence dataset consisted of 325 samples, including 109 grade-ll samples, 72 grade-ll samples and
144 grade-IV samples. Of the 144 GBM samples, 6 samples were lost to follow-up; therefore, 138 samples were included
in the survival analysis. The patients with GBM were followed up every 3 months.

Forty-five (45) astrocytoma and 6 normal temporal lobe samples were analyzed on Affymetrix HuGeneFL microarrays.
Sample data include type and grade

Fifty (50) brain CNS carcinoma samples and 4 normal brain samples were analyzed on cDNA microarrays. Sample data
includes disease type

Thirty (29) glioblastoma, 3 mixed astrocytoma-oligodendroglioma, 2 oligodendroglioma, 2 normal brain, and 1 normal
cerebellum sample were analyzed on cDNA microarrays. Sample data includes type, age, location, primary/recurrent, sex,
and survival
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TCGA  ClgA
c1g8

Richman C1qB

Brodel 2 C1qC
Lang  ClqC

Brain vs. tumor P-value

Brain (23) vs. Anaplastic astrocytoma (grade-lll (19) 3.59E-6
Brain (23) vs. Glioblastoma multforme (grade-lV)  1.21E-19

@1 52066
Brain (28) vs. Anaplastic astrocytoma (grade-l) (19)

Brain (23) vs. Glioblastoma multforme 4.27E-14
(grade-IV) (81)

Brain (6) vs. Anaplastic oligoastrocytoma (grade-ll)  8.89E-4
@

Brain (6) vs. Anaplastic oligodendrogiioma (grade-ll) 3.59E-6
(23)

Brain () vs. Anaplastic oligoastrocytoma 5.89E-4
(grade-1l) (4)

Brain (10) vs. Glioblastoma multiforme (grade-IV)  1.63E-8
(542

Brain (10) vs. Glioblastoma multforme (grade-IV) ~ 3.45E-4
(542)

Temporal lobe (10) vs. Astrocytoma (cifferent grade) 7.87E-4
(45)

Brain (4) vs. Glioblastoma multiforme (grade-IV) (28) 5.23E-13
Brain (2) vs. Glioblastoma multforme (grade-IV) (30) 2.12E-4

n, samples number.
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Complement abnormality HCV-induced liver injury Reference
Low plasma CHS0 High necroinfiammatory activity ©3)
High SC5b-9 High stage of necroinflammation and degree of liver fibrosis (23)
Low C3 High degree of liver fibrosis (24)
Low C4 High degree of ver fiorosis (24, 25)
CC genotype of rs285009 single nucleotide polymorphism (SNP) of the G4 gene  High degree of iver fibrosis and poor response to IFNa-based therapy (@5)
Low factor H-related protein-1 High degree of ver fiorosis ©4)
High C5 High degree of fiver fibrosis (©6)
High C3a. High risk of hepatocellular carcinoma (32)
Low serum C3 and non-CC genotype of rs2230201 SNP of the C3 gene Poor response to IFNa-based therapy @7)
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Complement system-

HCV-induced immune evasion Reference

related factor

c3 Downregulation of C3 promotor activity by HCV-NS5A via inhibition of C/EBP-p @3)

c2 Impairment of C3 convertase function via inhibition of C2 (@)

c4 Inhibition of G4 activity through HCV core-induced inhibition of upstream stimulatory factor-1 and HOV-NS5A-induced inhibition  (45)
of interferon regulatory factor-1

o Impairment of membrane-attack complex (MAG) formation through inhibition of 9 promotor activity by HGV-core (@6)

C3and C4 Downregulation of G3 and C4 hepatocyte synthesis through the inhibition of the hepatocyte MICA/B @)

MAC Impairment of MAC formation through incorporation of CD59 in HOV envelope: ©5)

C8 convertase Upregulation of CDS5 expression which accelerates the decay of C3 convertase (56)
Impairment of T-cell immunity through the interaction of HCV core to gG1aR on T-cells and monocyte-derived dendritic cells (65-67)

gC1aR
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Marker MES7 MES9 MES12 MES13 MES14
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Data refer to cells between the third and the ffth passage in culture. ++ = positiity
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