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The study of the molecular medicanism in
cold herb to humen white blood cells

Guang-Wei Chen
China Medical University

ABSTRACT

In last year, we get the gene expression in HEK293 cells that treated by cold
Herbs (F %7, & i, % 4p ) . This year we will arrange same methods in vivo.
Three volunteers received % 3~ 12g for 7 days. We get the white blood pre and post
medication then we sent to microarray for research the differentiation of pre and post
medication. At last we try to get the difference in vivo and vitro data, also we will
take the research in proteinmic for compared the genomic and protenmic. The same
condition will apply to another Herbs then may be used to new drugs discovery.

Keywords: Herbs, Chinese medicine, body character, cold and heat, DNA Microarray,
SNP
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THTIREPTHREE AT

Gene Name Gene Title_Affymetrix

243141 at hypothetical protein MGC26963

237403 at growth factor independent 1B (potential regulator of CDKN1A,
translocated in CML)

234897 s_at

228325 at KIAAOQ146 protein

228195 _at hypothetical protein MGC13057

228181 at solute carrier family 30 (zinc transporter), member 1

227180 at hypothetical protein FLJ23563

223809 _at regulator of G-protein signalling 18

222923 s at potassium voltage-gated channel, Isk-related family, member 3

220832 _at toll-like receptor 8

220751 s at chromosome 5 open reading frame 4

218711 s_at serum deprivation response (phosphatidylserine binding protein)

216015 s_at cold autoinflammatory syndrome 1

214469 at histone 1, H2ae

214349 at Homo sapiens transcribed sequences

213338 _at Ras-induced senescence 1

212531 at lipocalin 2 (oncogene 24p3)

212148 at pre-B-cell leukemia transcription factor 1

211506_s_at

210773 s _at formyl peptide receptor-like 1

210517 _s_at A kinase (PRKA) anchor protein (gravin) 12

210254 at membrane-spanning 4-domains, subfamily A, member 3
(hematopoietic cell-specific)

208792 s_at clusterin (complement lysis inhibitor, SP-40,40, sulfated glycoprotein

2, testosterone-repressed prostate message 2, apolipoprotein J)
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208791 at clusterin (complement lysis inhibitor, SP-40,40, sulfated glycoprotein
2, testosterone-repressed prostate message 2, apolipoprotein J)

208601 s at tubulin, beta 1 /// tubulin, beta 1

207550 _at myeloproliferative leukemia virus oncogene

207085_x_at colony stimulating factor 2 receptor, alpha, low-affinity (granulocyte-
macrophage)

206414 s at development and differentiation enhancing factor 2

206207 _at Charot-Leyden crystal protein

205513 at transcobalamin | (vitamin B12 binding protein, R binder family)

205463 s_at platelet-derived growth factor alpha polypeptide

204627_s_at integrin, beta 3 (platelet glycoprotein Illa, antigen CD61)

203680 _at protein kinase, CAMP-dependent, regulatory, type I, beta

202859 x_at interleukin 8

202007_at nidogen (enactin)

201904 s at CTD (carboxy-terminal domain, RNA polymerase 1, polypeptide A)
small phosphatase-like

201110_s_at thrombospondin 1

201108_s_at thrombospondin 1

201044 x_at dual specificity phosphatase 1

201005 _at CD?9 antigen (p24)

1565162_s_at

microsomal glutathione S-transferase 1

1558214 _s_at

catenin (cadherin-associated protein), alpha 1, 102kDa

1555745 _a_at

lysozyme (renal amyloidosis)

1555214 a at

C-type (calcium dependent, carbohydrate-recognition domain) lectin,
superfamily member 12

1554892 a at

membrane-spanning 4-domains, subfamily A, member 3
(hematopoietic cell-specific)

1554175 _at

triggering receptor expressed on myeloid cells 5
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FTHUCIRE A8 B AT

Gene Name Gene Title_ Affymetrix

244539 at Homo sapiens transcribed sequences
240626 _at Homo sapiens transcribed sequences
215639 at SH2 domain containing 3C
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