Supplementary Table

Table 1: Comparison of IHC analysis of CK2a, CK2[3, Glil expression in
mesothelioma tumors

CK2a -/+ CK2a ++/+++

Gli1 -/+ Glil ++/+++ Glil -/+ Glil ++/+++ total N
CK2B -/+ 31.8% (7/22) | 18.2% (4/22) | 22.7% (5/22) | 27.3% (6/22) | 100% (22/22)
CK2B ++/+++ |[17.9% (7/39) | 5.1% (2/39) [28.2% (11/39)|48.7% (19/39)|100% (39/39)

Table 2: Association analysis of CK2a and Glil expression in mesothelioma
tumors (p<0.05, Chi-square)
Gli1 -/+ Glil ++/+++

CK2a -/+ 14 6
CK2a ++/+++ 16 25

Table 3: Association analysis of CK2a and CK2[3 expression in mesothelioma
tumors (p<0.05, Chi-square)
CK2B -/+ |CK2P ++/+++

CK2a -/+ 11 9
CK2a ++/+++ 11 30

Table 4: Association analysis of CK2[3 and Glil expression in mesothelioma
tumors (p>0.05, Chi-square)

CK2B -/+ [CK2PB ++/+++
Gli1 -/+ 12 18
Glil ++/+++ 10 21
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