SUPPLEMENTARY MATERIALS

Supplementary Table 1.  Frequency of FCGR genotypes and HWE test.
We confirmed that the frequency of the FCGR SNPs genotyped in this study for FCGR3A, FCGR2A and FCGR2C were consistent with prior reported allelic frequencies for these SNPs (13, 16, 22-25). Mellor et al. note some reports of FCGR3A frequencies that did not agree with the Hardy-Weinberg Equilibrium (HWE), while other  prior reports were in agreement with the HWE (33). For the FCGR3A SNP, we confirmed that our SNP frequencies were consistent with the FCGR3A SNP frequencies that Mellor et al. found that were in agreement with HWE. Finally, using the Chi-square method to assess HWE, we determined that our genotype frequencies for each FCGR allele respect the HWE (32).  The HWE results were computed using the program from www.oege.org/software/hwe-mr-calc.shtml (50). The null hypothesis is that the population is in HWE, and the alternative hypothesis is that the population is not in HWE. Since the chi-squared values are less than 3.84 (p > 0.05), we failed to reject the null hypothesis that the population is in HWE.
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Supplementary Table 2.  PFS Clinical Outcome Assessment of FCGR2A, FCGR3A and FCGR2C SNPs. 
The PFS for each individual FCGR, as well as FCGR combinations, were compared.
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Supplementary Table 3. Clinical Outcome Parameters were Assessed for FCGR3A, FCGR2A and FCGR2C SNPs within the Group of 100 Patients with Clear Cell Histology that were Genotyped. 
The amount of % tumor shrinkage (n=98), OS (n=100), PFS (n=100) and DCR (n=98) for each individual FCGR, as well as FCGR combinations, were compared.
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FCGR Allele n)
(Total=106) %)of)Total Chi8Squared HWE)p8value



HH 30 28%
HR 48 45%
RR 28 26%
VV 13 12%
VF 37 35%
FF 56 53%
CC 4 4%
CT 27 25%
TT 75 71%



FCGR2A 0.94 0.33



FCGR3A 2.86 0.09



FCGR2C 0.04 0.43
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Median'(months)'[95%CI] p7value



VV 5.9$[1.4(9.0]
(n=13;$#Events=12)



VF'or'FF 3.4$[2.3(4.5]
(n=93;$#Events=86)



HH 5.1$[2.3(8.4]
(n=30;$#Events=29)



HR'or'RR
3.4$[2.3(4.6]



(n=76;$#Events=69)



CC'or'CT 3.9$[2.3(7.3]
(n=31;$#Events=29)



TT 4.0$[2.3(4.8]
(n=75;$#Events=69)



Group'1 5.7$[3.7(8.4]
(n=35;$#Events=33)



Group'2 2.8$[2.3(4.4]
(n=71;$#Events=65)



Group'3 4.8$[2.3(7.3]
(n=27;$#Events=25)



Group'4 3.4$[2.3(4.5]
(n=79;$#Events=73)



"Favorable'
Genotype"



5.5$[3.7(7.5]
(n=42;$#Events=39)



"Unfavorable'
Genotype"



2.6$[2.3(4.2]
(n=64;$#Events=59)



0.92



0.40



0.78



0.30FCGR3A/2A/2C'SNPs



Progression7Free'Survival



FCGR2A'SNP



FCGR3A'SNP



FCGR2C'SNP



FCGR3A/2A'SNPs



FCGR3A/2C'SNPs



Genotype'
Group



0.62



0.98
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Mean%(%%)[Std%Dev] p1value Median%(months)%[95%CI] p1value Median%(months)%[95%CI] p1value n CR/PR/SD p1value



VV 32.8%[45.5]
(n=13)



73.4%[32.50NR]A



(n=13;%#Events=5)
5.9%[1.409.0]



(n=13;%#Events=12)
13 53.8%



VF%or%FF 10.8%[66.4]
(n=85)



40.6%[27.2050.7]
(n=87;%#Events=62)



3.7%[2.304.7]
(n=87;%#Events=80)



85 37.6%



HH 27.5%[40.7]%
(n=27)



48.8%[26.7061.9]%
(n=28;%#Events=18)



5.3%[2.108.4]%
(n=28;%#Events=27)



27 55.6%



HR%or%RR
8.5%[70.8]
(n=71)



40.6%[34.8056.0]
(n=72;%#Events=49)



4.1%[2.304.7]
(n=72;%#Events=65) 71 33.8%



CC%or%CT 14.1%[62.5]
(n=29)



73.3%[32.50NR]A



(n=29;%#Events=16)
4.7%[2.308.2]



(n=29;%#Events=27)
29 37.9%



TT 13.6%[65.5]
(n=69)



40.6%[26.7050.7]
(n=71;%#Events=51)



4.2%[2.305.7]
(n=71;%#Events=65)



69 40.6%



Group%1 31.6%[42.2]
(n=32)



56.0%[32.50NR]A



(n=33;%#Events=19)
5.9%[2.409.0]



(n=33;%#Events=31)
32 56.3%



Group%2 5.1%[71.3]
(n=66)



37.4%[25.9050.7]
(n=67;%#Events=48)



3.4%[2.304.5]
(n=67;%#Events=61)



66 31.8%



Group%3 19.9%[58.7]
(n=25)



73.3%[43.10NR]A



(n=25;%#Events=12)
5.3%[2.309.0]



(n=25;%#Events=23)
25 40.0%



Group%4 11.6%[66.4]
(n=73)



37.4%[25.9049.0]
(n=75;%#Events=55)



3.7%[2.304.6]
(n=75;%#Events=69)



73 39.7%



"Favorable%
Genotype"



31.7%[43.1]
(n=38)



61.9%[37.1073.4]
(n=39;%#Events=22)



5.9%[3.409.0]
(n=39;%#Events=36)



38 50.0%



"Unfavorable%
Genotype"



2.4%[72.8]
(n=60)



37.4%[23.1050.8]
(n=61;%#Events=45)



2.8%[2.304.4]
(n=61;%#Events=56)



60 33.3%



Genotype%
Group



Disease%Control%Rate



0.69



0.03 0.04 0.28



Tumor%Shrinkage Overall%Survival Progression1Free%Survival



0.72



0.97 0.12 0.85



0.06 0.18 0.47



0.93



FCGR3A/2A/2C%SNPs



A%The%value%"NR"%is%reported%where%the%Median%Overall%Survival%%is%"Not%Reached".



FCGR3A/2A%SNPs



FCGR3A/2C%SNPs 0.58 0.01



FCGR3A%SNP



FCGR2C%SNP



0.25 0.03



FCGR2A%SNP 0.19 0.93



0.27



0.05



0.81



0.02



0.98



0.10











