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Abstract: As the rapid development of genome sequencing and gene annotation technology, genome-scale metabolic
network (GSMN) reconstruction is multiply colligated Biochemistry and bioinformatics so that it can be calculable and
stability. It has been a widely and deeply research field. Because of the wholeness and network character, GSMN have
commonality with the holism concept and dialectical view of TCM, which make it possible to learn and explain the
essence of TCM by using biological language. This article will introduce the GSMN progress and look to the future of its
application on TCM.
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Figure 1  Overview of the procedure to iteratively reconstruct metabolic networks

F T — A SRR A R ORI 2, T
RLEREERIRE () #AAM AN i, Q)
Z (AL A SR I I — RE B R F A X S
Z, A ST — R M R 2%

SERL T IXAWI W45 FUR B TAR I —/ N,
GSMN P AR SCHEAE T X5 A= W 15 B R IE RN
FAE AR A 2R A B E A 2R BAE LN LAy
T = (1) AN & e A AR W15 BASTRD 5 (2) %t A RETR

Il — SRR BRI S 5 (3) A B Y B A (5
ARG (4RI 2% %) 0 45 0By 175 28 N T AR SE
SEMEHE R SE I, SRR M 48 i Bl ek
BB RERL, HAZOTE TRAL N T & R 80E M (K
2), FeAbsEUR A REH AE B Rk Tia F
B 1 3z S T A 25 Rz 5 T R, Hip
COBRA Toolbox (Constraints Based Reconstruction and
Analysis Toolbox, %&£ 5t i) 5 A4 A1 43 B T HAL ) &


203c
替换

203c
替换
当前

203c
替换

203c
替换
。

203c
删除线

203c
删除线

203c
插入文本
实现

203c
删除线


590+ Traditional Chinese Drug Research & Clinical Pharmacology, 2016 July, Vol. 27 No. 4

oAt il O NIDRNC iR 2 S A bl
it 46 B L 7 3 (Constraints—based genome—scale
metabolic simulation) o TEI SRR R, T
PR 2, RHEATRZ R ZR R, Brid
A RGEE AT OL ] BEAS R TCPRAY . s
W RGVOETERRRS AT, il iin—Em ey
WA, FARETRRATH AT X G B0E H AR R%L,
AT S0 38 A= iz RS B Bl 5 00, 45 2 s
BRI 2 (K 3) B HLE S R B 25 2R
PR IIGARIEATX I, $ e, DA R I 4 A
TS SRR BB, TR IBIESE 3, SRS PR
IBE, FEXFE, QRS NN R R E A
SEFE QB 250,

S Si2 Si3 st S Sin 1 0 2 - 0 O

S21 S»n 83 st Synen S2n 0 0 0 U | 0

K S: §: e Syne San 0 150 .- 0 1
s=|* 32 33 3(n-1) 3 egS=

Sm-yt Sm-n2  Sem-1)3 *** Sem-i)xn-1) S(m-1)n 20 0 -0 O

Sm Sm2 Sm3 ** Sm(n-1) S 0 0 02 - 031

T TERE S AT — M, B —FX R— SR
2 it EREIER"

Figure 2 Stoichiometric mairix
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Figure 3 The diagram of constraints—based genome-scale

metabolic simulation
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Figure 4 Explore the essence of TCM by combining omics and

metabolite network
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