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Abstract : Objective
NAs in S. flexneri 2a strain 301. Methods

To construct C0719 deletion mutants of Shigella flexneri 2a strain 301 for exploring the function of sR-
According to the complete genome sequence of S. flexneri 2a strain 301,the sRNA gene
was deleted by using A- Red recombination system, and confirmed by PCR. Growth of the mutant and wild strain at 37 C were
measured respectively,and some biochemical events of them were comparatively investigated. Results The sRNA deletion mutant
of S. flexneri 2a strain 301 were constructed. The mutant grew slower than wild strain at the initial period, and ultimately they
showed the consistent growth state. We analysed the biochemistry characteristics of five deletion mutants. The capability to utilizing

raffinose of C0719 deletion mutant was more than wild strain. We also analysed the comparative proteomics of the C0719 deletion

mutan. Conclusion
functions of sSRNA gene.
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The C0719 deletion mutant of S. flexneri 2a strain 301 are obtained. This research will be helpful to study the

polymerase chain reaction
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C07195p2 5'- GCG TCG ACC AGT TCA GTC CTC TTT TGC - 3’ Sal [
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FRT fi S R AR Pt F N . PCR =44 Sal I il Hind [l
XY G - 5 2 R HEBUEG D) Y pET- 22b #ik % #2 , I ik IE i )5
4 4 pETkan, £ C0719 F:R Ay EiF (N 3m) FF 37 (C %)
£t — %21 B, BI Co7195P1 / C07195P2 I C07193P1 /
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T 30 CHEFRY 24 h KA PEPE o B B N A5 R IR E &
BrbE B B R S AR KR . OB I Ak B Y BA M T B A AR LB R 5R
b 42 CHESR 12 h 7o 45 L BR pKDA46 Fks . BRI 4R 45 & R 8
EEH MR 301AC0719; ;kan A5k,

1.3 ARG AERERKRESMWE M LB Fik P
301AC0719: . kan B2 #kY 301 BFA: Mk P TE 9%, 4 BRI T 5
mL AH BB R LB B35 3k bl i 9%, DL 1 s 100 BT
100 mL AHR L PEAGWEMA LB 3555 3k eh . F 37 CIR 21 5%, 1
F 1 h BRI E D600 nm {2 Fo A KR

1.4 ARG AR AFRE A RS P i 55
FPM BRI E 5 mL & 0. 85% NaCl 1y 5 35 5, e
) B B8 — A TR RV 5 SRS P TR N A T R B AR A BL IR
Al API 20E A e kA& .36 B3 7. T 37 CIBEE 24
h, UG A5 20 SR 45 4 L ) 22 3 00 Oy PR SN, €0 B8 2%
Ay BRSO o M B 1 1 95 AR B BRIBOULAS — B 7% B 2
ZEHH 10 mL API 50CB/E (1955 95 3 W AT 4R 20 1 % 3k BE A
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Joie 19 - A 2% b 9 R F A 15 min, SR 3R B AR B K AE AT SDS-
PAGE12. 5% P WE i) 5 F I 1A 5 5 7 5 e £ Jy ok e £ 0
WA IV CRE R E RS ST H R E .

1.7 EAFREE ARUF5EFEIRAAMBALY Mascot #2)7 ,
FHS AL AR R 2a B0 301 MR R $E AT K T o 5 2 Rl
&R IF & YL Matrix Science M 3§ Chttp://www. matrix-
science. com) $#& 4t NCBInr 045 E#EATH R . &R A, o] 3%
Z R BEAI X A TR R AR 20N 0. 2, U IE R F 2 184 O 2k
# Carbamidomethyl(C) & 1, 7] g 19 & i 7 2\ 3% Oxidation
(M) i, ASHIIZ 1T Y Mascot B FE 25 1 45 R 09 F 50l
49 43 Dh | s Matrix Science NCBInr % 38 J&E 25 ih) 45 53 19 A % (H
R LR,

2 & 7

2.1 301AC0719::kan §ftJ 58 A8 R A 2 S5 36 0F 453K 15 10
BRI B R SR T 37 CHFR L, L Co7195P1 5 C07193P2
AN E S8 54T PCR BIE ; %31 kan %5 B P93 4 1) 5 3
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