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1
Table 1  Database searching results and related information of interesting spots mentioned in Fig. 1
No. Common name Score NCBI. _GI pH Mass Sequence Main role
identifier coverage
1 protein disulfide isomerase-related protein 5 70 gi 11710248 4.95 46170 28% Unknown
5 Ras-GTPase-activating protein SH3-domain-binding g ¢i162896771 5.42 52106 38% Signal transduction
protein variant
3 2yxin 66 4151094533 6.22 61238 25% Structure protein
4 transformation-related protein 15 139 i 133415059 5.73 366714 37% Unknown
5 Rho GDP dissociation inhibitor GDI alpha 75 21130582607 5.02 23193 25% Signal transduction
6 C}f‘;{ig}zzaélsgzﬁfx of 74 4119955206 6.16 20464 31% Signal transduction
7 Glyoxalase T 159 gi 115030212 5.12 20824 54% Carbohydrate metabolism
8 gamma-actin 83 gi 1178045 5.65 25862 29% Structure protein
9 PSMB4 88 i 148145757 5.7 29171 44 % Protein degration
10 peroxiredoxin 6 104 i 156204402 6 25019 50% Cell stress and defense
jp profiferation associated cytokine-inducible 85 4120069116 6.1 23656 35% Cell prolification
protein CIP29
g Proteasome  prosome macropain - subunit 110 130582133 6.15 29579 41% Protein degration
alpha type 1
13 glutathione S-transferase omega 1-1 67 2i 155925946 6.23 27548 20% Structure protein
14 enoyl-CoA hydratase 138 411922287 8.34 31351 51% Fatty metabolism
15  proteasome prosome macropain subunit 71 418394076 6.34 27382 45% Protein degration
16 Phosphoglycerate mutase 1 131 ¢ 138566176 6.67 28802 46% Carbohydrate metabolism
17 Coronin  actin binding protein 1B 89 2i 13623649 5.61 54200 24% Structure protein
jg DEAD Asp-Glu-Ala-Asp  box polypeptide 390 4112654373 5.46 49098 48%  Regulation of rebonuclease splicing
isoform 1
19 CAPZALI protein 131 gi | 12652785 5.45 32902 52% Unknown
20 serine/threonine protein phosphatase 6 #i16537210 5.54 35419 28% Signal transduction
catalytic subunit
21 capping protein alpha 85 41433308 5.58 3727 45% Structure protein
22 transformation-related protein 5 213 2137779174 5.71 36615 55% Unknown
23 immunoglobulin heavy chain CDR3 64 21146811628 9.23 12910 42% Unknown
24 Rho GDP dissociation inhibitor beta 84 i 120379030 5.1 22974 48% Signal transduction
25 ERp28 103 gi 13413293 6.77 28975 37% Protein degration
26 high-mobility group box 1 variant 77 4162087576 9.75 20151 53% Transcription regulation
27 target of methylation-induced silencing-1 96 2119802276 5.66 19956 32% Signal transduction
28 thyroid autoantigen 70kDa 65 2157165052 6.23 69799 17% Unknown
29 lamin A/C transcript variant 1 121 21157014043 6.73 74037 32% Unknown
30 WD repeat-containing protein 1 isoform 1 196 2i 112803341 6.17 66152 37% Signal transduction
31 adenylyl cyclase-associated protein variant 113 4162896585 8.07 51614 33% Unknown
k) PRPIS/PSO; pre-mRNA processing 124 g 117391461 6.14 55146 41% Unknown
factor 19 homolog
33 PREDICTED similar to RuvB-like protein 1 136 2i 157100857 6.02 50196 41% Unknown
34 DNAJC7 protein 125 i 140225850 6.56 56405 34% Unknown
35 peroxiredoxin 3 isoform b 82 gi 132483377 7.04 25822 43% Cell stress and defense
36 ACTB protein 137 il 15277503 5.55 40194 44 % Structure protein
37 heat shock 70kDa protein 8 isoform 2 variant 143 2i 162896815 5.62 53466 43% Cell stress and defense
38 ER-60 protease 123 gi | 1208427 5.98 56761 32% Protein degration
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Comparative proteomics research on THP-1 cells infected with Brucella

GAO Yong-hu' REN Chang® YING Tian-yi* WANG Xi-liang"*
! State Key Laboratory of Pathogen and Biosecurity  Institute of Microbiology and Epidemiology Academy of Military Medical Sciences Beijing 100071  China
% Beijing Chaoyang Hospital Beijing 100043 China
3 Beijing Institute of Biotechnology Academy of Military Medical Sciences Beijing 100071 China

Abstract Brucella is a facultative intracellular pathogen that survives and multiplies inside host macrophages to cause brucellosis. The
response of macrophage plays an essential role in the initiation of immune process following Brucella challenge. Nowadays
proteome approaches have been widely used in many different systems to investigate host-microbe interactions. The effect of
pathogen-specific virulence mechanism can now be dissected using bacterial mutants and comparing different species. Attenuated
vaccine strain 104M is defective in multification in host macrophage and is cleared relatively rapidly from tissues of the host whereas
virulent strains Brucella abortus 544A can produce chronic infection and cause brucellosis. In order to understand the underlying
mechanisms of virulent Brucella intracellular survival and detect the different-expressed proteins of THP-1 cells after infection with
attenuated and virulent strains of Brucella abortus a comparative proteomics research was conducted. Whole cellular protein profiling
of THP-1 cells was presented by two dimensional 2D electrophoresis and Coomassie Blue staining. After in-gel protein digestion
the different-expressed spots were detected by matrix assisted laser desorption ionization-time of flight mass spectrometry MALDI-
TOF-MS . All the peptide mass fingerprints PMFs were searched by the program Mascot developed by Matrix Science Ltd. For
identifying proteins database of hemo sapiens was used. A total of 38 proteins with changed expression level were found. These
proteins can be grouped into two familes 1 the expression level increased after infection with 544A 2 the expression level
increased after infection with 104M. Out of the 38 proteins 10 were mainly in the field of signal transduction 6 were cytoskeletal
proteins 8 were substance metabolism related proteins and 3 were cell stress and defense associated proteins. Functions of the
remaining proteins were unknown. These results provide insight into the changed global protein patterns of THP-1 cells after infection
as well as a comprehensive foundation to further study of host-bacterial interaction.

Keywords Brucella THP-1 cells Comparative proteomics Two-dimensional gel electrophoresis Mass spectrometry
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