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PCR genotyping of ungroupable Neisseria meningitides
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Abstract:  Objective

PCR genotyping analysis of the genetic characteristics of 74 phenotypically ungroupable

Neisseria meningitidis derived from the nose and throat swabs among healthy population was conducted. Methods PCR

amplification of Neisseria meningitidis genus-specific genes, crgA and A, B, C, W, Y, Z, X, as well as 29E of

specific gene fragments of different groups, was performed to identify the genotypes of different strains. Results PCR

amplification based on Neisseria meningitidis crgA as the target gene revealed 66 crgA-positive Neisseria meningitidis out

of 74 ungroupable strains, the detection rate being 89. 19%. PCR serogroup identification suggested 40 strains

(60.61% ) of different serogroups of genotypes among the 66 strains, including 27 strains of B group, seven of 29E

group, two of X and Y each, and one of C and W,;; each. Conclusion

PCR genotyping analsys of ungroupable

Neisseria meningitidis exerted a significant epidemiologic impact on the study of Neisseria meningitidis.

Key words:

i 46 45 BE T ( Neisseria meningitidis , Nm ) J& i
AP A 2 58 0 D TR o AR I TR R S e R 2
WEEANIE], Nm 4rpl 13 A yE# . HEC &K Nm
A 1A IMERE, B A B.C.D.Y W5 29E X .I.K,
H B, 535t T 00 88 55 BB 58 258 D7 VA Y J BR 1
A KEERIFFAE N Nm (R R TC 347 43 L, R
ZAE AT 53 BE Nmo Sy T fife BH 571 £ e AR
Nm A HRGE, T 2008 4E 4 — 6 F R4 980 1)y fdt B
MHEGIRIA T AT Nm 73 BB g7, U AL e R AL
A% 5E 74 BRASTT 93 HE N, D iE— 2D HfIA G 74 B
ANTT 3 HE N 7% S0 B L8 B, SR 384T 95 27 Bk 98 A
LR F W R ARG . P, XA S50 = LR AT
() 74 BRANF S0 HE Nm BB FEAT T & AR 20 W

ARG AL 1. P48 BE SR TR W B s bl oo, LS FHAR 0450005
2. I TR A ] A% Yo B T

fEE T kS 2o, (NP9 FHAR T, FEENFHE YR TAE

SEEVER =5 Tel :0353 - 3306821 , Email ; YQJKWJK@ 163. COM

ek H 3t :2009 - 07 - 15

ungroupable ; Neisseria meningitidis; polymerase chain reaction

MFFEAE(ABLCY (W55 29E X Z ) PCR 43
Pt se, SR AR AR A .

1 #RETE

L1 s BEMEARE S E T b B 2y R 2
FEAE A TR T8 25 F0 A A SN AT 1 N, {BLIL T 27
SOE B BLA (1) AR K B & (2) 54
FEERKFNIMIE A EELE 5 (3) A FI/KANEESR (H 2
S Z 0 Mg RI5EE ; (4) A BEKAEEE il 5
B2 MG EESE , T HALHE A R 1 1l 35 #sE A
B 23 PR MY R 4R, PRI AS BB 1ML Y 27 03 B
i) Nm 74 £, {4 QlAamp DNA Mini Kit & [X2H $2
B &, 42 B DNA B

1.2 XA ABLE Taq DNA R4 G b A 0% %
H B (dNTPs) 1 100 bp Ladder Marker Iy F
TaKaRa 44 T.F2 /3 6] ; B M A Gene Tech /A ]
Pt GHV-1 Ly 81 8520 W) 7 il 5 BioTeke2 X
PCR FUR WK Ky 11 %8 5028 1) 77 i PCR 5 ) d 26 17

http : /mww. jbjc. org - DOI: 10.3784/j. issn. 1003 - 9961.2009.10.018



<780~ P WA 2009 4 10 A 30 H 55 24 4555 10 # Disease Surveillance, Oct. 30,2009, Vol. 24/ No. 10

&SR 8 DNA 2 BRI & 8 78[5 QTAGEN 2y
A= fh e PCR 3184 5 Bio-RAD DNA Engine, %
JE A% 1%} Bio-RAD Gel Doc™ XR, Fé J5 K& i L ¥k
X Dyy-8B 7L,

1.3 ERBFRIHF PCR ¥ ¥k & f= 5144
crgA Lorf-2 siaD Fl cir A BRI SR BT IR T |14 W36
1, &4~ PCR RN AR BARFEN 25 ul, A B.C,
Woss BED B 2R 4H M : 10 x PCR 2% P (7 Mg™*
15 mmol/1)2.5 wl, b RHES M (4&HkE 1 wmol/L)
1 pl,4 Fl ANTP JEA W2 wl (4 200 pmol/L)
DNA Hif 1 pl, Taqg DNA BATHF(5 U/pl)0.25 ul, i
KAEHBLAIZKAME 25 wl, PCR 473 2544:95 °C 4 min;
94 °C 30 5,55 °C 30 s,72 °C 45 s;30 MEIF,72 C
5 min, Y 29E X . Z BEY HIIK R 4R K : BicTeke 2 x
PCR R 10 pl, I N#5 14 (244 0.2 pmol/L )
£-2.5 ul, DNA #iflg 1 pl,Taqg DNA RETHF(5 U/ul)
0.25 pl, K FE#BLEKENE 25 pl, PCR 3855 Y
BEHR 95 °C 4 min; 94 °C 30 s, 55 °C 30 5,72 °C 45 s;
35 MEH,72 °C 5 min;29 E XY B£47:95 °C 5 min;
94 °C 30 s, 62.5 C 1 min,72 °C 30 s; 35 MEFF,
72 C 5 min,

F1 KRPFAINERRET

Table 1 Primers and sequence
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