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ABSTRACT: Pathogen-contaminated or non-hygiene meat and animal- origin products may be
the cause of health hazard to the consumer. Recent advanced in protein study brings knowledge
and application of proteomics which creates several aspects to the veterinary public health
especially for the elevated the meat safety standard. For example, proteomics profiles of meat
or foodborne pathogen under variation conditions leads to the discovery of biomarker which
indicated meat characteristics or biochemical mechanism in post-mortem and resulted in meat
quality. Moreover, the proteomics performs the greatly usefulness on meat-derived pathogen with
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high precision, convenient, and rapid. This advantage facilitated the effective surveillance and
investigation pathogens from meat and meat products. Therefore, this review article compiled
concepts, theories, and novel research papers that illustrated the importance of proteomics and
their application in order to improve the standard of meat safety animal- origin products.
Keyword: Meat, Foodborne pathogen, Protein expression, Proteome, Food safety
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AlundlgLlunyaur sl sunga
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proteins luszdAuAAuumaNaNeatLNNAN
MaauiunaNiiiela pH A1as wanainidall
21891UT89 Huang et al. (2011) eldiAne
Waalnldsaledndluilaqneiindoy iy
GRRHIEEE L AR EE I ERIRITE DL
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Tnalalauuazunerfiafullsfiunneuauasse
AnNazLATER NTNNLAAANLDS
phosphocrqatineimﬂﬁﬂﬁﬂ?‘mphosphorylation
TsivafinfdrAry 18un pyruvate kinase Waz
triosephosphateisomerase-1 ﬁ@mmm
Fuusiuniranasred pH Tunduiilenieuas
N19%0
32 Tﬂiﬁ‘i@ﬁnﬁﬁ’umsmgﬂaué’aunﬁu
Tuiladnduasnaniunaniiladng
qnqmmimmmiﬂmuﬂum@m’lu
awnslutl 2013 Melunn wﬂmumfwmqq
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seeoies specific -PCR  LasmTa@aun1sLu
\audiaeinaiia duplex 17a multiplex PCR 394
fan1INRLNImATANIAEINNNTYN | gPCR
melting curve Wag High resolution melting real
time PCR flusiu athelafinu daquiuinsi
MLL@”W&WWLmummqmu‘iﬂmiﬂm&mLflu
vml;@@ﬂwuﬂlummﬂmmmnummﬂ@@mm
Tullednd Wentspsaaaunislaeniuy vz
mﬂmumuﬂmm WLN WNUN RANFY ViTe
m@m@mmﬂﬁmﬂuj AlilduanineTufian o
{31A19NNTY UAZAINANTTNUNNATETAAUAY
qunnaesiiislng  denresiallsilesind Ae
anunsonsaageulideriln Wug waileiiaves
dndnnnisdeente wiw We wiun vise ld
dudiv - avnnsnssyatinvesilsiiy - aunaeg
11shu  (protein/peptide marker) viralisin
MTVLW@ (whole protein profile) nraadavllshiu
wmﬁémmuﬂm 1% Bnvialaseainevestilsiug
ANuEDasnInTaTaas9ALEwLe (Buckley et al.,
2013; Montowska and Pospiech, 2013) &nn3
Wanueanlugge kit d1Fagleanundmin
\w qmmfmLummmﬂmﬂmmﬂuiummim
aN| Aol enzyme-linked immunosorbent assay
(ELISA) (test-stripe based) t#alfluniimaaa
asuilessiu  neududunanisiieslfiiEnng
atiwlsfinunislimailn ELISA  ddluiusugi
N ntin mmmmmﬂum@mmmumiﬂum@u
nanegin 10e? SDS-PAGE dednin vy
WeawAzn - uslainsuriingesidsiuuaslal
mmmmfmm@u‘iﬂimummﬁmmu@m & (von
2014) TaamafiaBanldlEun

sodium dodecyl

Bargen et al.,

two-dimensional sulfate-
polyacrylamide electrophoresis (2D SDS-
PAGE) lay mass spectrometry (MS) BipTi!
T MS {udBnsfismaEe amnsansusy
- = = 1%
TiauazInAvesllsiy ansnsauenidsaulé
ATAZNINT T8 Mass spectrometry IH1TOMLI

aal aal = A aal

eandu 2 75 mwdanisuenilsiy Ae 98 Gel
base Wunenlisfudiesfiudan malatianing

TWisfia iy 2D-PAGE delisAiuazgnuansiu
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WUIALALAN isoelectric point (pl) VLmLm WALA
matrix assisted laser desorption ionization-time
of flight mass spectrometry (MALDI-TOF-MS)
uaz 38 Gel free 1WANIBN M lunsuanulding
vizallsiiu Taeluifiesmsasendiosian aunmm
ssatallsfunaglugilaeamans W
nsruaunisdesfaeieubmdvisudulsiduans
wldng uduiliRimnzdsesae MS virena
@aufoy SDS-PAGE lAae 1w wadla liquid
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High-Performance Liquid Chromatography —
Tandem Mass Spectrometry (HPLC-MS/MS),
Ultra-Performance Liquid Chromatography
(UHPLC) w@a liquid extraction surface analysis
mass spectrometry (LESA-MS) (von Bargen et
al., 2014; Montowska et al., 2014; Giaretta et
al., 2013;”Herrero etal., 2012). 3
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ludnfusazatin - dauluajillulismuniidaulu
neaauAnnnieuneluaad  dulaleli
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NIAILANINUNLAATH  WAZNIFDLAUDIGS
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mw’éw (Montow§ka etal., 2014) aeinglanmN
TshuAresmanenilanline luTeTnaia
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waznauiiaiala vnlililednildunaize
&1y (Mancini and Hunt, 2005) Huiihfduriy
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HPSDFGADAQAAMSK mmmlummmmu
11 HPGDFGADAQGAMTK (Glarettay et al.,
2013; Watson et al., 2015) WanaInieainig
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AN AU 3 1A AR b-LGB C-terminal
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5% @WAEqiy Di Girolamo et al. (2014)14
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WmAA MALDI-TOF MS_Fingerprinting Tunns
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fneannnslftinunannia nevde wazuny lae
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WNZUAZTNUNANTTALANGAWINTL 5%  W0uei
Motta et al. (2014) AIAdaUNITUannNl1nIeuy
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a7 chymosin Tunszuaunsndmds GRCTEA
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