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ABC
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OX=oxidase, VP=Voges–proskan, No2=nitrete, 

Citr=citrate, N=Nitrate, MOT=motility, 

IND=Indole, MR=methyl red, CAT=catalase. 
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3

APi20E system

 

Klebsiel

la spp. 

Salmonell

a spp. 

Shigell

a spp. 
E.coli 

البكتريا 

Test 

tube 

 + -- + ONPG 

 - - + -ADH 

 - + + +LDC 

 + - - +ODC 

 + - - -CIT 

 - + - -H2S 

 + - - -URE 

 - - - -TDA 

 - + - +IND 

 + - - -VP 

 - - - -GIL 

 + + + +GLU 

 + + - +MAN 

 + - - -IND 

 + + - +SOR 

 + - + +RHA 

 + - - +SAC 

 + + - +MEL 

 + - - -AMY 

 +-  + +ARA 

 
ONPG=(3-galactosidase), ADH=arginine 

dihydrolase, LDC=lysine decarboxylase, 

ODC=orinthine decarboxylase, CIT=Citrate, 

H2S=hydrogen sulfide, URE=urea, 

TDN=tryptophan deaminase, IND=Indole, 

VP=Voges–proskan,GEI=gelatin, Glu=glucose, 

MAN=mannitol, INO=Inositol, SOR=sorbitol, 

RHA=Rhamnose, SAC=sucrose (sacrose), 

MEL=Melibiose, AMY=Amygdulm, 

ARA=arabinose. 
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Faecal coliformAB

83.33%72.22%

Faecal coliform8400 ±580

P≤0.016

ABC

E. coli38.88%38.88%

44.44%

E. coli

16

E. coli6500±866

P≥0.01

6

5

Shigella spp.Klebsiella spp.C

61.11%50.0%

3166.7±176.42516.6±387.7

P≥0.01AC

Shigella spp.Klebsiella spp.

BC

Klebsiella spp.

P≥0.01

Shigella spp.BC6

5

Salmonella spp.

(C) 38.88 %2183.3±306

PradeepLakshmn1996

Shigella spp.Salmonella spp.

17,4

4

 

 
 

  

66.66 36 54 Faecal coliform 1 

40.47 22 54 E. coli 2 

37.03 20 54 Shigella spp. 3 

18.51 10 54 Salmonella spp. 4 

22.22 12 54 Klebsiella spp. 5 

 

P≥0.01A

BB

C

Faecal coliformE. coliShigella spp.

Salmonella spp.

Klebsiella spp.
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5

ABC

C B A  

 
  

 
  

 
  

  

44.44 8 18 72.22 11 18 83.33 15 18 Faecal coliform 1 

44.44 8 18 38.88 7 18 38.88 7 18 E. coli 2 

61.11 11 18 50.00 9 18 0.0 0 18 Shigella spp. 3 

38.88 7 18 00.00 0 18 18.66 3 18 Salmonella spp. 4 

50.00 9 18 16.66 3 18 00.00 0 18 Klebsiella spp. 5 

 

6

 
 

   
a

582.4± 8400 Faecal coliform 

 
a

866± 6500 E.coli 
b

176.4± 3166.7 Shigella spp. 

 
 c

306± 2183.3 Salmonella spp. 
c

387.7 ± 2516.6 Klebsilla spp. 

( P ≤ 0.01) 
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Abstract 
 

Theree representative sampling stations 

were selected, two stations locate in tigers 

river (B),(C) and other in diala river (A) in 

south Baghdad . 

The water quality of the river is deteriorated 

as the river low down effected by the 

bacteriological and industrial pollutants, which 

increased by the waste water discharged. 

Five major groups of enteric bacteria, 

Faecal coliform, E. coli, Shigella spp., 

Salmonella spp., Klebsiella spp., were isolated 

and identification by using biological and 

biochemical test  for limitation pollution level 

and distribution in water depths (surface 1 m, 

mid (1-2 m), bottom 2-3 m). 

The maximum population were reported 

from surface water of 1m and mid water of 1-

2m. The over percentage occurrence of enteric 

bacteria in water was maximum accounted for 

Faecal coliform (Fc) (66.66%) and minimum 

for bacteria Salmonella spp. (18.51%). The 

study showed that location (A) highest 

polluted with Faecal coliform Bacteria, 

location (C) highest polluted with Shigella 

spp. Bacteria and three locations highest 

polluted with E. coli Bacteria. 

 
Key words: Fecal pollution, caliform bacteria, 

tigers and diala rivers.

 

 

 

 

 

 

 

 
 


