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Application of RAPD in Homology Analysis of Salmonella
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Abstract: Objective: 67 local strains isolated from food samples and egg samples and 4 type strains were analyzed by random

amplified polymorphic DNA(RAPD). It was not only related with the homology analysis of 29 Serotype of Salmonella, but also

provided basis for the epidemiological traceability of food—borne disease and the controlling of the disease. Method: 10 bases

primer were selected in the use of the RAPD analysis of 71 Salmonella. The fingerprinting of RAPD result was analyzed by NTSYS—

pc2. 10e. Result: When the rate of correlation is 0.7, 71 Salmonellacanbe divided into 7 groups. The group of most number has

54 strains. When the rate of correlation is 0.9, 71 Sa/mone/la can be divided into 26 groups. The group of most number has 18

strains. When the rate of correlation is 1. 0, 9 groups can reach the level. The group of most number has 11 strains. The result of

RAPD analysis agrees with the analysis of serological test at the level of 90 percent. Conclusion: the technique of RAPD can be

used to the epidemiological traceability of food-borne disease.
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Table 1 Name and number of Salmonella strains
HRARR R ke ER S i34 H5
FH RS RIS SE VD 1T G 1 1 XRBVITIKE 3 27, 28, 53
ESIIRBNT | 9 2~6, 36~39 RS ] G 1 29
ROFEL TR 5 7~9, 51~52 7B AR 5 30, 54~57
FEGL TG 1 10 NPT G 1 31
b TG 1 11 D T I 3 32, 61, 62
NN 6 12~16, 71 AP PGS T TG 2 34, 35
XEAEVD TR 1 17 BRI T T G 3 40, 60, 64
WP TR A 1 18 R Ty T G T 1 43
HRIRIED TR 2 19, 47 WEA T R 2 44, 45
BE TR 3 20, 69, 70 LAY T R 1 46
B AT WD 1T A 3 21, 22, 41 KA TG 3 48~50
=l TN ) 2 23, 65 ATV R 1 58
KRGS G 2 24, 33 PEEWTTIRE 1 59
PR BRYD T TG 4 25, 26, 66, 67 B NSV | 1 63
PRI 1 68
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Fig.1  RAPD map of 71 Salmonella
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Fig.2 Clustering analysis of 71 Salmonella
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