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Supplementary Tables 

Supplementary Table 1. HNF1A haplotype-tagging single nucleotide polymorphisms (htSNPs) in 
moderate to weak linkage disequilibrium (r² < 0.8), and their corresponding associated SNPs (r² > 0.8) 
as determined with the data of 1000 Genomes Phase 3 for the CEU population (European descent). 
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Abbreviations: htSNP, haplotype-tagging SNP; SNP, single nucleotide polymorphism.  
Associated SNPs are polymorphisms in strong linkage with the htSNP with r² > 0.8, as determined with 
the data of 1000Genomes Phase 3 for the CEU population. 
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Supplementary Table 2. Association between HNF1A htSNPs and severe neutropenia in the Canadian 
cohort. None of the htSNPs were significant in the Italian cohort using the same genetic model. 
 

htSNPs Model ORa (95% CI); P-value 

rs1169286T>C Dominant 0.45 (0.19 - 1.07); 0.070 

rs2393791T>C Dominant 0.45 (0.20 - 1.04); 0.061 

rs12427353G>C Recessive 8.58 (1.30 - 56.57); 0.025 

rs2071190T>A Recessive 2.70 (0.85 – 8.51); 0.091 

rs1169302T>G Dominant 0.48 (0.21 - 1.11); 0.085 

rs2259820C>T Dominant 0.32 (0.13 - 0.78); 0.012 

rs1169303A>C Dominant 0.35 (0.15 - 0.84); 0.018 

rs1169307C>T Recessive 3.38 (1.31 - 8.73); 0.012 
aAdjusted for age and co-treatment. Base changes are given for the + strand. Abbreviations: 95% CI, 
95% confidence interval; OR, odds ratio; htSNP, haplotype-tagging single nucleotide polymorphism.  
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Supplementary Table 3. Association between HNF1A htSNPs and overall survival and response rate 
in the Italian cohort. None of the htSNPs were significant in the Canadian cohort for these endpoints 
using the same genetic model. 
 
Overall survival Model HRa (95% CI); P-value 

rs2393791T>C Dominant 0.61 (0.42 – 0.88); 0.008 

rs1169302T>G Recessive 1.78 (1.13 – 2.79); 0.013 

rs1169307C>T Recessive 1.69 (1.07 – 2.67); 0.026 

Response rate Model ORa (95% CI); P-value 

rs12427353G>C Dominant 0.20 (0.05 – 0.78); 0.020 
aAdjusted for gender, age, cancer site, stage at diagnosis, radical surgery and adjuvant chemotherapy. 
Base changes are given for the + strand. Abbreviations: 95% CI, 95% confidence interval; HR, hazard 
ratio; htSNP, haplotype-tagging single nucleotide polymorphism; OR, odds ratio. 
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Supplementary Table 4. Sequences of primers used for in vitro studies. 

 

Primers Sequence (5’  3’) 

HNF1A-EcoRI-forward 

(PCR and cloning of HNF1A ORF) 
CTAGCTGGAATTCCCATGGAGCAAAAGCTCATT 

HNF1A-EcoRV-reverse 

(PCR and cloning of HNF1A ORF) 
CTAGCTGGATATCCCCAAGCAGGCAGTACAGG 

rs1169288A-forward 

(site directed mutagenesis) 
AGAGGCACTGaTCCAGGCACT 

rs1169288A-reverse 

(site directed mutagenesis) 
TTGCTCAGCCCTGACTCC 

rs2464196G-forward 

(site directed mutagenesis) 
GTGACCCAGAgCCCCTTCATG 

rs2464196G-reverse 

(site directed mutagenesis) 
ATGGCTCTGCACAGGTGG 

promABCC1-Sac-forward 

(PCR and cloning of ABCC1 promoter) 
CTAGCTGGAGCTCGCACTGAGATTACATGCGTGA 

promABCC1-Xho1-reverse 

(PCR and cloning of ABCC1 promoter) 
CTAGCTGCTCGAGCCCAGATCCTCCAAGGCTTA 

 


