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 1 
   

 , ( ±m, n = 10) 

 
 

  
I II III 

,  
107  1,24±0,11 1,73±0,17 2,00±0,19** 2,62±0,23*** 

,  
109  1,12±0,10 1,52±0,11 1,88±0,17** 2,48±0,16*** 

,  
104  2,54±0,18 3,44±0,21 3,66±0,29** 4,12±0,28*** 

,  
105 2 4,52±0,32 5,12±0,40 5,64±0,42 5,86±0,33** 

,  
103 2 1,80±0,11 2,14±0,15 2,52±0,18** 3,34±0,25*** 

 
, 102 / 2 2,28±0,14 2,34±0,19 2,65±0,16 2,77±0,20 

: : **- <0,01; ***- 
<0,001 
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 – 190  ( . 2). ,  

 
,  82,1% ,  

,  – 
8,3%, Corynebacterium spp. – 6,6%, Acinetobacter spp. – 1,8%  Pseudomonas 
aeruginosa – 1,2%.  (  6,8%), 

 
.  

 Micrococcus spp. –  4,3%  Streptococcus spp. –  3,9%, 
 1,4%  Staphylococcus spp.  

 2,4%  
,  0,9% Corynebacterium spp.   Acinetobacter spp.  2,6% Pseudomonas 

aeruginosa. 
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 2 
, , % 

  
 

 

 
(n=168) 

 
I 

(n=186) 
II  

(n=197) 
III 

(n=190) 
 14 (8,3) 20 (10,7) 26 (13,2) 35 (18,4) 

Acinetobacter spp. 3 (1,8) 5 (2,7) 8 (4,1) 8 (4,2) 
Corynebacterium spp. 11 (6,6) 14 (7,5) 17 (8,6) 16 (8,4) 
Enterococcus spp. 8 (4,8) 9 (4,8) 12 (6,1) 14 (7,4) 
Micrococcus spp. 37 (22,0) 33 (17,7) 28 (14,2) 22 (11,6) 
Pseudomonas aeruginosa 2 (1,2) 7 (3,8) 10 (5,1) 11 (5,8) 
Staphylococcus spp. 14 (8,3) 18 (9,7) 23 (11,7) 28 (14,7) 
Streptococcus spp. 79 (47,0) 80 (43,1) 73 (37,0) 56 (29,5) 

 
 

.   
 

. , 
 10,1%, Acinetobacter spp.–  

2,4%, Corynebacterium spp. –   1,8%, Enterococcus spp. –  2,6%, Pseudomonas 
aeruginosa –   4,6%  Staphylococcus spp. –  6,4%  
Micrococcus spp. –   10,4%  Streptococcus spp. –   17,5%.  
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Corynebacterium spp. –  3,6%  Pseudomonas aeruginosa –  6,2%.  
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Acinetobacter spp., Corynebacterium spp., Pseudomonas aeruginosa, Enterococcus 
spp.  Staphylococcus spp. 

 3 
, , % 

  
 

 
 

(n=114) 
 

I  
(n=120) 

II  
(n=152) 

III  
(n=146) 

 6 (5,3) 10 (8,3) 19 (12,5) 25 (17,1) 
Acinetobacter spp. 0 (0) 3 (2,5) 7 (4,6) 7 (4,8) 
Corynebacterium spp. 6 (5,3) 9 (7,5) 13 (8,6) 13 (8,9) 
Enterococcus spp. 4 (3,5) 6 (5,0) 10 (6,6) 11 (7,5) 
Micrococcus spp. 24 (21,0) 21 (17,5) 23 (15,1) 18 (12,3) 
Pseudomonas aeruginosa 0 (0) 4 (3,3) 8 (5,3) 9 (6,2) 
Staphylococcus spp. 12 (10,5) 12 (10,0) 16 (10,5) 21 (14,4) 
Streptococcus spp. 62 (54,4) 55 (45,8) 56 (36,8) 42 (28,8) 

,  
. 4) ,  

, .  
 226 ,  – 265, 

 – 257  – 250 .  
 4 

, % 
 

 
 

 
(n=226) 

I  
(n=265) 

II  
(n=257) 

III  
(n=250) 

 27 (11,9) 37 (14,0) 42 (16,3) 46 (18,4) 
Acinetobacter spp. 5 (2,2) 8 (3,0) 10 (3,8) 15 (6,0) 
Corynebacterium spp. 14 (6,2) 17 (6,4) 18 (7,0) 21 (8,4) 
Enterococcus spp. 11 (4,9) 12 (4,5) 10 (3,9) 13 (5,2) 
Micrococcus spp. 50 (22,1) 36 (13,6) 33 (12,8) 16 (6,4) 
Pasteurella multocida 0 (0) 0 (0) 1 (0,4) 2 (0,8) 
Proteus spp. 2 (0,9) 9 (3,4) 8 (3,1) 8 (3,2) 
Pseudomonas aeruginosa 2 (0,9) 12 (4,5) 10 (3,9) 12 (4,7) 
Staphylococcus spp. 18 (7,9) 39 (14,7) 39 (15,2) 49 (19,5) 
Streptococcus spp. 113 (50,0) 95 (35,9) 86 (33,6) 68 (27,2) 

, ,  
 ( , Acinetobacter 

spp., Corynebacterium spp., Enterococcus spp., Micrococcus spp., Pseudomonas 
aeruginosa, Staphylococcus spp.  Streptococcus spp.)  Proteus 
spp.  Pasteurella multocida. , Proteus spp.  

, ,  Pasteurella multocida  
. 

,  6,5%, 
Acinetobacter spp. –  3,8%, Corynebacterium spp. –  2,2%, Proteus spp. –  
2,3%, Pseudomonas aeruginosa–  3,8%  Staphylococcus spp. –  11,6% 
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Summary 
N.V. Semaniuk, N.M. Khomyn, V.I. Semaniuk 

QUANTITATIVE AND QUALITATIVE COMPOSITION OF MESOPHILIC 
AEROBIC AND FACULTATIVE ANAEROBIC MICROORGANISMS 
MAIN HABITAT OF THE ORAL CAVITY OF DOGS BY CHRONIC 

CATARRHAL GINGIVITIS 
Studied the number and species composition of mesophilic aerobic and 

facultative anaerobic microbiota of the oral cavity of dogs who suffer from chronic 
catarrhal gingivitis to develop a treatment strategy. Found that for chronic catarrhal 
gingivitis in dental plaque and gingival sulcus of dogs content decreases 
Streptococcus spp. and Micrococcus spp. and the number BECG, Acinetobacter spp., 
Corynebacterium spp., Pseudomonas aeruginosa, Enterococcus spp. and 
Staphylococcus spp., and in oral fluid also Proteus spp. and Pasteurella multocida, 
indicating the overgrowth of the oral cavity. 
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