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Table 1 Phlegmdampness constitutionr related
genes and SNP sites

B ISR M ID  SNP ID(AFFY) SNP ID(NCBID)
PRKCDBP 112 464 SNP_ A4274574 184237775
FADS3 3995 SNP_ A-1786271 15174455
PLEKHA3 65 977 SNP_ A-1893338 152303536
PLEKHA3 65 977 SNP_ A-2090680 19967820
ABCAL 19 SNP_ A-1871594 154149268
PPARGC1A 10 891 SNP_ A4276718 1516873516
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154237775 i F PRKCDBP ( protein kinase C, delta

binding protein) 3’ near gene, TR RA T 83.3 %
S BB Y CT/T), 1 B 48 0, rs4149268 i F

ABCA1(ATP binding cassette transporter A1) intron, 7E
BT 67.7 Y6k ABCCIT) B, TP FIB 44 0, 1
MANEIE 2,

®2 PORMBAEXERE SNP R HY £ I RE
Table 2 Physiological functions of phelgm-dampness consitutionrelated genes and SNP sites

SNP ID RENE FL N 4 R Function Process
154237775 3" near gene PRKCDBP Tl 1R 3% ity —
15174455 intron FADS3 S AL A 5T T JIg 105 R A W) A Lk A2
g AR I 1 72
152303536 exon_ 4 PLEKHA3 4 s ot JUL B 45
WG4 A
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Study on the molecular characteristic in phlegmdampness constitution

Wang Qi1 , Dong .]ing2 » Wu Hongcﬁlong1 » Wang Dongpo1 ,

1. 3 . 1
Yao Shilin”, Ren Xiaojuan
(1. Beijing University of Chinese Medicine, Beijing 100029, China; 2. The Air Force General Hospital of PLA,
Beijing 100036, China; 3. Anhui College of Traditional Chinese Medicine, Hefei 230038, China)

[ Abstract] To investigate the molecular mechanism for phlegnrdampness constitution , examining the genome DNA

of peripheral blood cells of six phlegmdampness constitution and six normal constitution by using Affymetrix GeneChip

Mapping 500K Array. We had identified 442 genes with significant differences between the phlegnrdampness constitution

and the normal constitution by using Affymetrix Gene Chip Human Genome U133 plus—2, base on research results of

prophase, sieve the related gene and characteristics of single nucleotide polymorphisms ( SNP) of phlegnrdampness
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