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1
Table 1  Database searching results and related information of B. longum NCC2705 stress proteins on the 2-D gels
Locus flgill ﬁ(i Spot  COG Ds:::;ltrilon Trhniirs T;?O C({;\;BI Location®  Gene Eka' dMW Exp.pl  Abundance
BLO002 gi 23464636 1 0 chaperone 56803 4.72 39 C groEL 70 738 4.76 32 698
BLO002 gi 23464630 2 0 chaperone 56860 4. 72 4+ C groEL. 41 074  4.91 32 600
BLO002 gi 23464630 3 0  chaperone 56860 4. 72 25 C groELL  33. 633 4. 81 28. 793
BLO002 gi 23464630 4 0 chaperone 56860 4.72 25 C groEL.  32. 849 4. 86 29 076
BLO02  gi 23464630 5 0 chaperone 56860 4.72 18 C groELL.  29.883  4.84 2 971
BLO002 gi 23464630 6 0  chaperone 56860 4. 72 21 C groEL  27. 125 4.94 123 974
BLO002 gi 23464630 7 0 chaperone 56803 4.72 51 C groELL  71.344  4.69 21 555
BLO002 gi 23464630 8 0 chaperone 56803 4.72 35 C groEL  70. 14 4.72 68 548
BLO002 gi 23464630 9 0 chaperone 56803 4. 72 22 C groELL.  68. 845 4.74 190 268
BLO002 gi 23464630 10 0 chaperone 56803 4 72 22 C groEL.  57.094  4.81 26 967
BLO002  gi 23464630 11 0 chaperone 56803 4. 72 29 C groEL  30.621 4. 63 17 191
BLO002  gi 23464630 12 0 chaperone 56803 4. 72 31 (o groEL.  32. 696 4. 78 29 486
BLO002 gi 23464630 13 0 chaperone 56803 4. 72 14 C groELL  31. 697 4.74 28 952
BLO002 gi 23464630 14 0  chaperone 56860 4.72 31 C groELL  27.467  4.68 35 471
BLO002 gi 23464630 15 O chaperone 56860 4. 72 21 (0 groEL  28. 556 4.7 41 863
BLO002 gi 23464630 16 0 chaperone 56860 4.72 18 C groEL  26. 2 4.62 21 585
BLO002 gi 23464630 17 0 chaperone 56860 4.72 18 C groEL  26.97 4.7 3 582
BLO002 gi 23464630 18 0 chaperone 56861 4.72 26 C groEL  26.492  4.83 17 763
BLO002 gi 23464630 19 0 chaperone 56860 4. 72 26 C groEL  26. 483 4. 61 17 007
BLO002  gi 23464630 20 0 chaperone 56860 4. 72 14 C groEL  25.294 4.54 27 538
BLO002 gi 23464630 21 0  chaperone 56860 4.72 25 C groELL.  28. 661 4. 63 11 846
BLO002 gi 23464630 22 0 chaperone 56860 4.72 31 C groELL  28. 271 4. 55 111 399
BLO002 gi 23464630 23 0 chaperone 56860 4.72 32 C groEL.  24.847  4.59 21 541
BLO002 gi 23464630 24 0 chaperone 56860 4. 72 13 C groELL.  22.605 4.53 43 672
BLO520 gi 23465109 25 0 DnaK protein 67073 4.72 20 C dnaK  38. 818 4.96 9 506
BLO520  gi 23465109 26 0 DnaK protein 66902 4.72 30 C dnaK  80.971 4.7 27 987
BLO0520  gi 23465109 27 0 DnaK protein 66902 4.72 36 C dnaK 79.98 4.72 73 694
BLO520 gi 23465109 28 0 DnaK protein 66902 4. 72 12 C dnaK  42. 876  4.58 22 697
BLO520 gi 23465109 29 0 DnaK protein 67073 4. 72 15 C dnaK  34. 321 4 54 45 581
BLO520 gi 23465109 30 O DnaK protein 67073 4.72 8 C dnaK  27. 781 4.4 26 891
BLO0520  gi 23465109 31 O DnaK protein 67073 4.72 15 C dnaK  40.1133  4.57 9 519
BLOG6I5S gi 23465199 32 0 ﬁglpri‘i‘i:’pem’“de reductase 106 4.44 70 C ahpC 21. 598  4.43 290 042
BLOG6I5S g 23465199 33 0 élglpri‘tyg:l“p“‘me reductase 06 4. a4 20 C ahpC  18. 153 4.4 15 994
BLOO44 gi 23465517 34 0 g_ f) t;’(j?‘;::“‘:jginﬂc;p Prolease nsgeo  5.11 2 C dpP2  26.641  4.85 42 822
BLO944 g 23465517 35 0 s:)ij‘;‘t’i“‘jjﬁlmgp Prolease Hsg70 5.1 21 C dpP2  23.195  4.81 49 501
BLO945 gi 23465518 36 0 iﬂ;’;‘;{’;"jﬁ;‘sz}p prolease 52833 4.61 28 C dpl  23.7  4.57 33 549
BLO719 gi 23465298 37 0 chaperone protein 41138 6.07 51 (0 dna]  54.924  6.79 13 530
BL0947  gi 23465520 38 0  trigger factor chaperone 49611 4.43 21 C tig 41.7 4.74 33 682
BLO947  gi 23465520 39 0 trigger factor chaperone 49611 4.43 31 C tig 68.774  4.44 76 881
BLO947 g 23465520 40 O trigger factor chaperone 49611 4.43 31 (0 tig 67.2 4.46 138 987
BL0947  gi 23465520 41 0 trigger factor chaperone 49611 4.43 21 C tig 69.042  4.47 31 344
BLO947  gi 23465520 42 0 trigger factor chaperone 49611 4.43 19 C tig 46. 903 4. 58 39 959
BL1558 gi 23466110 43 0 groes 10594 5.1 35 C groES  16.444 4.7 93 596
BLI5S58  gi 23466110 44 0 groes 10594 5.1 54 C groES  36. 515  4.83 41 420

* Abbreviation of cellular locations. Protein cellular location was annotated by psort v.2.0 http //www.psort.org . C cytoplasmic.
2.3 ol MW
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Stress proteins of Bifidobacterium longum NCC2705
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Abstract Stress proteins of Bifidobacterium longum strain NCC2705 were identified and characterized during stationary phase.
According to the proteomic map of L. lactics 1L1403 and theoretical Mr/pl of stress proteins in B. longum NCC2705 genome
annotation spots of stress proteins in gels were localized and proteins were identified by matrix-assisted laser desorption/ionization
time of flight MALDI-TOF and/or ESI-MS/MS mass spectrometry. For protein identification by peptide mass fingerprinting peptide
masses were searched against database of B. longum NCC2705 by Mascot licensed in-house. 44 spots representing 8 protein entries
have been identified these proteins were hydrophilic proteins and predicted acid proteins. Spot and protein analysis revealed that
post-translational modifications might be common in these proteins. Except for DnaJ the stress proteins were encoded by genes
with CAl value above 0.5 and represented a large proportion of the most abundant proteins. Moreover the results of scavenging
effects on free radicals in vitro showed that B. longum NCC2705 can inhibit fatty acid oxidation and scavenge DPPH but they
scavenge weakly active oxygen free radicals. We identified a key protein that can reverse oxidative damage to proteins and lipids

alkyl hydroperoxide reductase ahpC BL0615 synthesized under our experimental conditions.
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