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We analyzed the genetic linkage of the SNPs on CDK6 gene, rs42041 and
rs4271, using HaploReg and found that they are linkage disequilibrium only in European population
but not in Asian population. Therefore, in European population, the allelic transcription of CDK6
from risk allele would be different from the non-risk allele. However, regarding the immortalized B
cell analysis based on the data from 1000 genomes project, we could not find any association between

the transcription level of CDK6 gene and the risk SNPs.

There remains the possibility that our hypothesis would work in the other kinds of cell types,
including synovial fibroblasts, because gene expressions are modulated by epigenetic regulations. We
would plan to make further Quantitative trait locus analysis on the rheumatoid synovial fibroblasts
derived from European patients with RA.
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HaploReg(http://archive.broadinstitute.o
rg/mammals/haploreg/haploreg.php)
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rs42041 SNP

vabinni LD(r?) Allel frequenccy functional
EUR AMR ASN | EUR AMR ASN |annotation
rs4272 077 | 053 <02 | 023 024 011 |3-UTR
rs42031 075 075 <02 | 022 0.8 0.07 |3-UTR
rs42033 077 075 062 | 022 0.8 0.02 |3-UTR
rs42034 097 070 <02 | 027 025 010 |3-UTR
rs42035 097 070 <02 | 026 025 0.10 |3-UTR
rs42036 099 070 <02 | 027 025 010 |3-UTR
rs42377 076 062 <02 | 032 029 0.10 |3-UTR
rs42038 076 080 057 | 032 024 002 |3-UTR

rs42039 0.98 0.97 0.68 0.27 0.21 0.02 |3-UTR
rs42040 098 097 074 | 027 021 002 |intronic
rs42041 1.00 1.00 1.00 0.27 0.22 0.03 [intronic
rs42043 1.00 0.76 0.25 027 0.27 0.10 |intronic
rs42235 076 072 081 | 032 0.23 0.03 |intronic
rs42044 0.82 0.38 <0.2 0.31 0.38 0.10 [intronic
rs42046 0.82 0.68 0.87 031 0.25 0.02 |intronic
rs10269774 | 066 033 <02 | 036 041 010 [intronic
rs10953072 | 0.82 035 <02 | 031 0.38 0.10 [intronic

rs11767704 | 0.81 062 081 030 025 002 |intronic
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