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 #Hi & ¥ (metabolic syndrome)

PR HE - HE L ERes FARKDEGFT R L AT LR 3
® o B~ g B OF (dyslipidemia) ~ 4% Fops ~ 97 s 0 2 B RER S e FF 07 L R
% o EFW"EHF KT -4 Il (The Third Report of the National Cholesterol Education
Program Expert Panel » NCEP ATP [l1)¥} X S iz ¥ ena & 0 & LT sk 8(7)=
ot —‘5 » L N bR R e

Metabolic % Central obesity Waist > 40 inches ~ Waist > 35 inches
Syndrome Fasting triglycerides > 150 mg/dL > 150 mg/dL
Low HDL-C <40 mg/dL <50 mg/dL
Blood pressure >130/85 >130/85
Hypertension Fasting glucose > 110 mg/dL >110 mg/dL
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B iE FE N BhE & M G
B AE SRR R D )Y AA RN § 5 i (dietary fiber) & Fudd ik 45
(resistant starch) & 2 g4 %, 3 s (Short-chain fatty acids, SCFA) ; 2)E fF % £ |2 Fiw
g ¥yt eh%y % pE(Lipopolysaccharides, LPS) o e+ B #P~ 3 ¥k en & f (FIRT o i B
SIEEEE AR T A A S ey SRR A 2 A
T % D X B RGE 0 2 CD14/Toll 5 A8 4 (TLRA)E: & 1 ¢ MUEH L £
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FkB&(Uricacid) 5 4 +k # 3#f{Purine metabolism) s 3 § 1t & £ > (5 d TG R )
Wb B ARR L R b T A FUREES S a5 R b (gout) s HRw M & BE
BoR o BT RATRA G R BT vk AR T B AR E o FI o
BIRF Y MR A ARRA Y hR e Bl 2 - o 395 2013 & R AT S
580 H R BARMLESA R DR F o - A T o MR AR ¥ R T
= 360 pmol/L (6 mg/dL) » § 2R = 400 pmol/L (6.8 mg/dL) - Tk 7 1 4p d1 6 PF & 5
FARFE L R OB OR o B B i fy s PEFER  BMIE ~ i e HbALc ok
THFR VTR 3 RBEL RN BT R R REE BRI RS
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' ik 17 (Lactic acid bacteria, LAB)* # % & 2 [#(Probiotics) » — # kF A 2305 % > F
|
g

2
Rt g% & e AT S e & RERY > F4 I;](Probiotics)— AR RS H
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& TR (Next-Generation Sequencing, NGS) » e P B € 1 2 3 Hm Ak
s WA RER DERB RSN A RH#R2] c R ATFIHE
(Metagenomics)#g fie = £ T A » 1% 71165 & B 71185 rDNA * F 2 F#Ffd
RPE B AP moonF R BB LEY 2 FApA L L L3]S K 2R B (NGS)
FHILITHREEA T P FFREE ~ & EEEFR OB BRAR 0 RP
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Stool sample FISH

Microbiome shotgun Total bacterial DNA extracted Quantitative
sequencing (human, viral and protozoal) PCR
Direct sequencing Amplification of 165 rRNA _ DNA
of partial 16S rRNA genes by PCR microarrays
amplicons e.g. 454
pyrosequencing l
Eeene Separation of 165 rRNA
(gel electrophoresis)
cloned 16S rRNA e.g. DGGE, TGGE, T-RFLP
amplicons

l

Band resolution

‘ Band excision and sequencing | l Probe hybridization
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R LR T ATER D o MR 120 R 5 B M PER § T4 0B A
2 A K AT $(GOT>38 IU/L > GPT>44 1U/L) » A A pedicis > 7 1>
7mg/dL ~ > 6mg/dL » 3#5F « % it % 7 (PRONULIFE® UriManage/ it fitit®) & &
¢rE G EtR A NG L fermentum TSF331 - L. reuteriTSR332 ~ L. plantarum TSPO5 °
XFEFABENELFM LS 0% E 560 % 2FIHAARE(EF HE M
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a%&a (ALB)
“psi g (T-Bil)
# e (G6T)
AP 4 A ass (GOT)
A A (GPT)
s EEs (ALK-P)
WLEEEF (creatinine)
SA & (BUN)
L33
Ao
=8 A (16)
#psE 8 (T-CHOL)
4 7 ZamEEE (HDL-C)
18 Bs & G i Bl &E (LDL-C)
oo JLE A 8.8 (LDH)
LR S LEEH1eEs (CPK)
A2 Atk Aess (SOD)
Er - W(okiE 14 #H AL 8% (catalase)
Bk 8 RALEE (GPX)
5 Mk K45 ¥ CrmEMEE (CRP)
H4e f % % (serotonin)
n %% (LPS)
NHEFELEE (LBP)
P E
p—Cresyl Sulfate #vIndoxyl Sulfate
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¢ 3= glucose AC, GOT, GPT, BUN, Creatinine, TG, total cholesterol, HDL £7 LDL % -
IERERGE 'ﬁ‘lb*ﬁ ji-dd

Pl EIRY £ 4 A7 50K [ k%W - &R T Preparing 16S Ribosomal RNA Gene
Amplicons for the lllumina MiSeq System | & & i¥42 & > 2z~ 16S rRNA #7V3 % V4
A FIHE > * lllumina MiSeq =X £ & Z_A i 7 A 7 o

2HRERAY

NGS #7 & 7 * Illumina BaseSpace * 14 Greengene 13.7 5 F#LE » = FEA 475 i p
‘A AR e 0 £ % CLC Genomic workbench (Qiagen) ###4 47 > 224 OTU
table ~ 4 47 % % {4 (alpha diversity , beta diversity) °
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FI% Prism 8 Suit e TR AT 0 WRIRT FAFTE o X 41* RFT R
language) 14 % SPSSv25.0 ki3t #rdiE (73 A 47 0§ p<005ELE F AT L& -
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