
 
 
 
 
 
 
 
 
 
 
 

MELLÉKLETEK 
 



1. Melléklet: Kimutatás a magyarországi vadaskertekről. 
Országos Vadgazdálkodási Adattár, Gödöllő. 

2. Melléklet: A IV/2-es vadgazdálkodási körzet földrajzi elhelyezkedése. 
3-1. Melléklet: A becsült vaddisznóállomány eloszlása a IV/2-es vadgazdálkodási 

körzetben. 
3-2. Melléklet: A vaddisznó hasznosítás eloszlása a IV/2-es vadgazdálkodási körzetben. 
4. Melléklet: Az érmes kanok eloszlása és minősítése a IV/2-es vadgazdálkodási 

körzetben. 
5. Melléklet: A SEFAG Rt. vadászterületei a vaddisznóskertekkel. 
6. Melléklet: ÁTNÉZETI TÉRKÉP, Vizsgált vaddisznóskertek. 
7. Melléklet: SEFAG RT. Zselici Erdészet, ROPOLYI vaddisznóskert. 
8. Melléklet: SEFAG RT. Zselici Erdészet, SÁSOSTÓI vaddisznóskert. 
9. Melléklet: SEFAG RT. Kaposvári Erdészet, TÓTFALUSI vaddisznóskert. 
10-1. Melléklet: A tüdőféreg-fertőzöttség statisztikai elemzése vizsgálati helyszínek 

szerint. 
10-2. Melléklet: A tüdőféreg-fertőzöttség statisztikai elemzése a malac korcsoportban 

vizsgálati helyszínek szerint. 
10-3. Melléklet: A tüdőféreg-fertőzöttség statisztikai elemzése a süldő korcsoportban 

vizsgálati helyszínek szerint. 
10-4. Melléklet: A tüdőféreg-fertőzöttség statisztikai elemzése a felnőtt korcsoportban 

vizsgálati helyszínek szerint. 
10-5. Melléklet: Az ivar szerint elkülönített korcsoportok tüdőféreg-fertőzöttségének 

statisztikai elemzése. 
10-6. Melléklet: A tüdőféreg-fertőzöttség és a testtömeg közötti kapcsolat statisztikai 

elemzése korcsoportok szerint. 
10-7. Melléklet: Az idősoros elemzés statisztikai kiértékelése a Ropolyi kertben. 
10-8. Melléklet: Az idősoros elemzés statisztikai kiértékelése a Sásostói kertben. 
10-9. Melléklet: Az idősoros elemzés statisztikai kiértékelése a Tótfalusi kertben. 
10-10. Melléklet: Az idősoros elemzés statisztikai kiértékelése a szabad területen. 
11-1. Melléklet: A Taenia hydatigena-cysticercosis előfordulása és az eredmények 

statisztikai összehasonlítása vizsgálati helyszínek szerint. 
11-2. Melléklet: Az ivar és korcsoport szerint elkülönített vaddisznók cysticercus 

tenuicollis fertőzöttsége. 
12. Melléklet: Értesítés gümőkór előfordulásáról vaddisznóban. 

OÁI, Kaposvári Intézete, Kaposvár. 
13. Melléklet: Vizsgálati eredmény közlése. 

OÁI, Kaposvári Intézete, Kaposvár. 
14-1. Melléklet: A novemberi időpontban elejtett malacok testtömegének statisztikai 

összehasonlítása vizsgálati helyszínek szerint. 
14-2. Melléklet: A novemberi időpontban elejtett süldők testtömegének statisztikai 

összehasonlítása vizsgálati helyszínek szerint. 
14-3. Melléklet: A novemberi időpontban elejtett kifejlett egyedek testtömegének 

statisztikai összehasonlítása vizsgálati helyszínek szerint. 
 



14-4. Melléklet: A tél eleji és a tél végi zsigerelt testtömegek statisztikai összehasonlítása 
korcsoportonkénti bontásban. 

14-5. Melléklet: Az ivar és korcsoport szerint elkülönített vaddisznók zsigerelt 
testtömegének statisztikai összehasonlítása. 

15-1. Melléklet: Az ivar és korcsoport szerint elkülönített vaddisznók vesezsír-indexeinek 
statisztikai összehasonlítása. 

15-2. Melléklet: A vizsgálati helyszínek szerint elkülönített vaddisznók vesezsír-
indexeinek statisztikai összehasonlítása. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
1. Melléklet: Kimutatás a magyarországi vadaskertekről. 

Országos Vadgazdálkodási Adattár, Gödöllő. 
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3-1. Melléklet: A becsült vaddisznóállomány eloszlása a IV/2-es vadgazdálkodási körzetben. 



 
3-2. Melléklet: A vaddisznó hasznosítás eloszlása a IV/2-es vadgazdálkodási körzetben. 



 
 
 
 
 
4. Melléklet: Az érmes kanok eloszlása és minősítése a IV/2-es vadgazdálkodási körzetben. 



 
 



 
 



 
 
 
 
 
 



 
 
 
 
 
 



 
 
 
 
 
 



 
    Quantitative Parasitology - version 2.0 
 
Data selected for analysis 
   Sample 1:  dösszes 
 
Descriptive statistics 
 
                --No.of hosts--                ---Intensity---   Var/mean 
                Total  Infected   Prevalence    Mean    Median     ratio* 
   Sample  1:    764      561        73.4%      49.96    29.0       98.88 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Bootstrap (BCa) confidence limits for the mean intensity 
  
    Sample mean intensity =  49.96 
    Sample size =  561 
   
    Number of bootstrap replications =  2000 
     (to change edit the file "bcaconf.par") 
 
    90% confidence limits:  45.41  to  54.12  (bootst. indices:    77 ,  1874 ) 
 
    95% confidence limits:  44.53  to  55.04  (bootst. indices:    35 ,  1931 ) 
 
    99% confidence limits:  43.16  to  56.60  (bootst. indices:     5 ,  1982 ) 
      WARNING: 99% limits are uncertain, increase the number of replications! 
 
Bootstrap (BCa) confidence limits for the mean abundance 
  
    Sample mean abundance =  36.68 
    Sample size =  764 
   
    Number of bootstrap replications =  2000 
     (to change edit the file "bcaconf.par") 
 
    90% confidence limits:  33.15  to  40.02  (bootst. indices:    86 ,  1886 ) 
 
    95% confidence limits:  32.68  to  40.85  (bootst. indices:    40 ,  1939 ) 
 
    99% confidence limits:  31.58  to  42.16  (bootst. indices:     6 ,  1985 ) 
      WARNING: 99% limits are uncertain, increase the number of replications! 
 
 
 
 
 
 
10-1. Melléklet: A tüdőféreg-fertőzöttség statisztikai elemzése vizsgálati helyszínek szerint. 



Data selected for analysis 
   Sample 1:  dropolyössz 
   Sample 2:  dsásosössz 
   Sample 3:  dszabadössz 
   Sample 4:  dtotfaluössz 
Descriptive statistics 
 
                 --No.of hosts--              ---Intensity---    Var/mean 
                 Total   Infected Prevalence     Mean    Median       ratio* 
   Sample  1:    213      155        72.8%     28.18     20.0           28.96 
   Sample  2:    213      176        82.6%     73.11     40.0         112.08 
   Sample  3:    102       75        73.5%      45.25     28.0           89.04 
   Sample  4:    236      155        65.7%      47.73     25.0           98.24 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.728    ( 155 infected individuals out of  213) 
       Sample 2:   0.826    ( 176 infected individuals out of  213) 
       Sample 3:   0.735    (  75 infected individuals out of  102) 
       Sample 4:   0.657    ( 155 infected individuals out of  236) 
 
   Chi-square statistic =  16.555    df = 3      Min. expected count:  27.1 
   P-value =  0.001 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.728    ( 155 infected individuals out of  213) 
       Sample 2:   0.826    ( 176 infected individuals out of  213) 
       Sample 3:   0.735    (  75 infected individuals out of  102) 
       Sample 4:   0.657    ( 155 infected individuals out of  236) 
 
   Exact p-value (2-sided)  =  0.001 
Mood's median test for comparing median intensities 
 
                       Number of       Median 
                    infected hosts   intensity 
       Sample 1:          155           20.0 
       Sample 2:          176           40.0 
       Sample 3:           75           28.0 
       Sample 4:          155           25.0 
 
       Combined sample:   561           29.0 
 
   Number of values below/above the combined median 
                            (LE)      (GT) 
             Sample 1:       91        64 
             Sample 2:       65       111 
             Sample 3:       39        36 
             Sample 4:       86        69 
 
   Exact p-value (2-sided)  =  0.000 
 



    Quantitative Parasitology - version 2.0 
 
Data selected for analysis 
   Sample 1:  dösszkorcs1 
Descriptive statistics 
 
                       --No.of hosts--                        ---Intensity---      Var/mean 
                       Total  Infected   Prevalence    Mean    Median      ratio* 
   Sample  1:     68       42           61.8%           40.05    20.5        109.36 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Data selected for analysis 
   Sample 1:  dropolykorcs1 
   Sample 2:  dsásoskorcs1 
   Sample 3:  dszabadkorcs1 
   Sample 4:  dtotfkorcs1 
Descriptive statistics 
 
                       --No.of hosts--                         ---Intensity---      Var/mean 
                       Total  Infected   Prevalence     Mean    Median        ratio* 
   Sample  1:     19       15            78.9%           28.53    25.0          23.82 
   Sample  2:     10        7             70.0%           67.00    50.0        106.00 
   Sample  3:      5         3             60.0%           91.33    15.0        231.55 
   Sample  4:     34       17            50.0%           30.06    15.0        127.73 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.789    (  15 infected individuals out of   19) 
       Sample 2:   0.700    (   7 infected individuals out of   10) 
       Sample 3:   0.600    (   3 infected individuals out of    5) 
       Sample 4:   0.500    (  17 infected individuals out of   34) 
 
   Chi-square statistic =   4.662    df = 3      Min. expected count:   1.9 
   P-value =  0.198 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.789    (  15 infected individuals out of   19) 
       Sample 2:   0.700    (   7 infected individuals out of   10) 
       Sample 3:   0.600    (   3 infected individuals out of    5) 
       Sample 4:   0.500    (  17 infected individuals out of   34) 
 
   Exact p-value (2-sided)  =  0.203 
 
10-2. Melléklet: A tüdőféreg-fertőzöttség statisztikai elemzése a malac korcsoportban 
vizsgálati helyszínek szerint. 



    Quantitative Parasitology - version 2.0 
 
Data selected for analysis 
   Sample 2:  dösszkorcs2 
Descriptive statistics 
 
                      --No.of hosts--                        ---Intensity---        Var/mean 
                      Total  Infected   Prevalence    Mean    Median           ratio* 
   Sample  2:    243      181         74.5%         47.67      27.0          118.86 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Data selected for analysis 
   Sample 1:  dropolykorcs2 
   Sample 2:  dsásoskorcs2 
   Sample 3:  dszabadkorcs2 
   Sample 4:  dtotfkorcs2 
Descriptive statistics 
 
                      --No.of hosts--                         ---Intensity---   Var/mean 
                      Total  Infected   Prevalence    Mean    Median       ratio* 
   Sample  1:     80       55          68.8%          26.98      20.0       27.09 
   Sample  2:     62       50          80.6%          55.80      28.5      155.54 
   Sample  3:     37       27          73.0%          45.78      30.0      125.47 
   Sample  4:     64       49          76.6%           63.63     32.0      118.53 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.688    (  55 infected individuals out of   80) 
       Sample 2:   0.806    (  50 infected individuals out of   62) 
       Sample 3:   0.730    (  27 infected individuals out of   37) 
       Sample 4:   0.766    (  49 infected individuals out of   64) 
 
   Chi-square statistic =   2.812    df = 3      Min. expected count:   9.4 
   P-value =  0.421 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.688    (  55 infected individuals out of   80) 
       Sample 2:   0.806    (  50 infected individuals out of   62) 
       Sample 3:   0.730    (  27 infected individuals out of   37) 
       Sample 4:   0.766    (  49 infected individuals out of   64) 
 
   Exact p-value (2-sided)  =  0.428 
 
10-3. Melléklet: A tüdőféreg-fertőzöttség statisztikai elemzése a süldő korcsoportban 
vizsgálati helyszínek szerint. 



    Quantitative Parasitology - version 2.0 
 
Data selected for analysis 
   Sample 3:  dösszkorcs3 
Descriptive statistics 
 
                       --No.of hosts--                       ---Intensity---      Var/mean 
                      Total   Infected   Prevalence    Mean    Median        ratio* 
   Sample  1:     68         42         61.8%         40.05       20.5        109.36 
   Sample  2:    243      181         74.5%         47.67       27.0        118.86 
   Sample  3:    453      338         74.6%         52.42       30.0          87.82 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
Data selected for analysis 
   Sample 1:  dropolykorcs3 
   Sample 2:  dsásoskorcs3 
   Sample 3:  dszabadkorcs3 
   Sample 4:  dtotfkorcs3 
 
Descriptive statistics 
 
                      --No.of hosts--                        ---Intensity---   Var/mean 
                      Total  Infected   Prevalence    Mean    Median      ratio* 
   Sample  1:    114       85        74.6%           28.89     20.0       31.24 
   Sample  2:    141     119        84.4%           80.74     45.0       98.39 
   Sample  3:     60        45        75.0%           41.87     28.0       51.31 
   Sample  4:    138       89        64.5%           42.35     25.0       71.08 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
Chi-square test for comparing prevalences 

   Sample prevalences   
       Sample 1:   0.746    (  85 infected individuals out of  114) 
       Sample 2:   0.844    ( 119 infected individuals out of  141) 
       Sample 3:   0.750    (  45 infected individuals out of   60) 
       Sample 4:   0.645    (  89 infected individuals out of  138) 
 
   Chi-square statistic =  14.593    df = 3      Min. expected count:  15.2 
   P-value =  0.002 
Fisher's exact test for comparing prevalences 

   Sample prevalences   
       Sample 1:   0.746    (  85 infected individuals out of  114) 
       Sample 2:   0.844    ( 119 infected individuals out of  141) 
       Sample 3:   0.750    (  45 infected individuals out of   60) 
       Sample 4:   0.645    (  89 infected individuals out of  138) 

   Exact p-value (2-sided)  =  0.002 
 
10-4. Melléklet: A tüdőféreg-fertőzöttség statisztikai elemzése a felnőtt korcsoportban 
vizsgálati helyszínek szerint. 



     Quantitative Parasitology - version 2.0 
 
Data selected for analysis 
   Sample 1:  kanösszes 
   Sample 2:  kocaösszes 
 
Descriptive statistics 
 
                       --No.of hosts--                        ---Intensity---    Var/mean 
                       Total  Infected   Prevalence    Mean    Median       ratio* 
   Sample  1:    374      278          74.3%        57.32      30.5        107.00 
   Sample  2:    390      283          72.6%        42.72      25.0         86.36 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Data selected for analysis 
   Sample 1:  emsemalac 
   Sample 2:   kanmalac 
 
Descriptive statistics 
 
                       --No.of hosts--                        ---Intensity---      Var/mean 
                       Total  Infected   Prevalence     Mean    Median        ratio* 
   Sample  1:     34       22          64.7%            50.59      27.5        103.69 
   Sample  2:     34       20          58.8%            28.45      13.5        117.47 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.647    (  22 infected individuals out of   34) 
       Sample 2:   0.588    (  20 infected individuals out of   34) 
 
   Chi-square statistic =   0.249    df = 1      Min. expected count:  13.0 
   P-value =  0.618 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.647    (  22 infected individuals out of   34) 
       Sample 2:   0.588    (  20 infected individuals out of   34) 
 
   Exact p-value (2-sided)  =  0.803 
 
 
 
10-5. Melléklet: Az ivar szerint elkülönített korcsoportok tüdőféreg-fertőzöttségének 
statisztikai elemzése. 



Bootstrap 2-sample t-test for comparing mean intensities 
 
                                      Sample 1   Sample 2 
       Sample sizes =          22              20 
       Sample means =    50.591        28.450 
       Sample std.s =       66.237        55.350 
       t-statistic  =            1.179 
   
   Number of bootstrap replications =  2000   (to change edit the file "2samboot.par") 
   
   Bootstrap p-value (two-sided) = 0.2650 
 
Bootstrap 2-sample t-test for comparing mean abundances 
 
                                    Sample 1    Sample 2 
       Sample sizes =        34              34 
       Sample means =    32.735      16.735 
       Sample std.s =       58.260      44.338 
       t-statistic  =            1.274 
   
   Number of bootstrap replications =  2000   (to change edit the file "2samboot.par") 
   
   Bootstrap p-value (two-sided) = 0.2170 
 
Data selected for analysis 
   Sample 1:  emsesüldő 
   Sample 2:   kansüldő 
   
Descriptive statistics 
 
                       --No.of hosts--                       ---Intensity---      Var/mean 
                       Total  Infected   Prevalence    Mean    Median        ratio* 
   Sample  1:    130       98           75.4%         44.91       23.0      121.55 
   Sample  2:    113       83           73.5%         50.93       30.0      116.88 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.754    (  98 infected individuals out of  130) 
       Sample 2:   0.735    (  83 infected individuals out of  113) 
 
   Chi-square statistic =   0.119    df = 1      Min. expected count:  28.8 
   P-value =  0.730 
 
 
 
 



Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.754    (  98 infected individuals out of  130) 
       Sample 2:   0.735    (  83 infected individuals out of  113) 
 
   Exact p-value (2-sided)  =  0.769 
 
Bootstrap 2-sample t-test for comparing mean intensities 
 
                                    Sample 1    Sample 2 
       Sample sizes =        98               83 
       Sample means =    44.908        50.928 
       Sample std.s =       70.504        72.628 
       t-statistic  =            -0.563 
   
   Number of bootstrap replications =  2000   (to change edit the file "2samboot.par") 
   
   Bootstrap p-value (two-sided) = 0.5750 
 
Bootstrap 2-sample t-test for comparing mean abundances 
 
                                    Sample 1  Sample 2 
       Sample sizes =       130           113 
       Sample means =    33.854      37.407 
       Sample std.s =       64.148      66.123 
       t-statistic  =            -0.424 
   
   Number of bootstrap replications =  2000   (to change edit the file "2samboot.par") 
   
   Bootstrap p-value (two-sided) = 0.6545 
 
Data selected for analysis 
   Sample 1:  kanfelnőtt 
   Sample 2:  kocafelnőtt 
 
Descriptive statistics 
 
                      --No.of hosts--                        ---Intensity---      Var/mean 
                       Total  Infected   Prevalence    Mean    Median        ratio* 
   Sample  1:    227      175          77.1%         63.66    34.0         100.14 
   Sample  2:    226      163          72.1%         40.35    25.0           60.58 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
 
 
 
 



Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.771    ( 175 infected individuals out of  227) 
       Sample 2:   0.721    ( 163 infected individuals out of  226) 
 
   Chi-square statistic =   1.476    df = 1      Min. expected count:  57.4 
   P-value =  0.224 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.771    ( 175 infected individuals out of  227) 
       Sample 2:   0.721    ( 163 infected individuals out of  226) 
 
   Exact p-value (2-sided)  =  0.236 
 
Bootstrap 2-sample t-test for comparing mean intensities 
 
                                    Sample 1     Sample 2 
       Sample sizes =         175             163 
       Sample means =     63.657       40.350 
       Sample std.s =        73.820       44.631 
       t-statistic  =              3.540 
   
   Number of bootstrap replications =  2000   (to change edit the file "2samboot.par") 
   
   Bootstrap p-value (two-sided) = 0.0020 
 
Bootstrap 2-sample t-test for comparing mean abundances 
 
                                    Sample 1     Sample 2 
       Sample sizes =         227            226 
       Sample means =    49.075        29.102 
       Sample std.s =       70.103        41.988 
       t-statistic  =             3.680 
   
   Number of bootstrap replications =  2000   (to change edit the file "2samboot.par") 
   
   Bootstrap p-value (two-sided) = 0.0005 
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     Quantitative Parasitology - version 2.0 
 
Data selected for analysis 
   Sample 1:  ropoly1 
   Sample 2:  ropoly2 
   Sample 3:  ropoly3+4 
   Sample 4:  ropoly5+6 
   
Descriptive statistics 
 
                       --No.of hosts--                          ---Intensity---   Var/mean 
                       Total  Infected   Prevalence     Mean    Median     ratio* 
   Sample  1:     23       16            69.6%          24.00      17.5       28.83 
   Sample  2:     33       25            75.8%          26.28      25.0       22.14 
   Sample  3:     70       55            78.6%          26.95      17.0       24.13 
   Sample  4:     87       59            67.8%          31.27      25.0       35.94 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.696    (  16 infected individuals out of   23) 
       Sample 2:   0.758    (  25 infected individuals out of   33) 
       Sample 3:   0.786    (  55 infected individuals out of   70) 
       Sample 4:   0.678    (  59 infected individuals out of   87) 
 
   Chi-square statistic =   2.534    df = 3      Min. expected count:   6.3 
   P-value =  0.469 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.696    (  16 infected individuals out of   23) 
       Sample 2:   0.758    (  25 infected individuals out of   33) 
       Sample 3:   0.786    (  55 infected individuals out of   70) 
       Sample 4:   0.678    (  59 infected individuals out of   87) 
 
   Exact p-value (2-sided)  =  0.474 
 
 
 
 
 
 
 
 
 
10-7. Melléklet: Az idősoros elemzés statisztikai kiértékelése a Ropolyi kertben. 
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Data selected for analysis 
   Sample 1:  sásos6+7   Sample 2:  sásostó1 
   Sample 3:  sásostó2   Sample 4:  sásostó3 
   Sample 5:  sásostó4   Sample 6:  sásostó5 
   
Descriptive statistics 
 
                      --No.of hosts--                         ---Intensity---   Var/mean 
                      Total  Infected   Prevalence    Mean    Median       ratio* 
   Sample  1:     39       32            82.1%        40.69      24.0         63.70 
   Sample  2:     24       17            70.8%        21.76      20.0         25.73 
   Sample  3:     17       11            64.7%        35.91      30.0         18.55 
   Sample  4:     48       43            89.6%      115.16    103.0         76.18 
   Sample  5:     58       51            87.9%        95.27      65.0       125.14 
   Sample  6:     27       22            81.5%        44.95      20.5       143.11 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.821    (  32 infected individuals out of   39) 
       Sample 2:   0.708    (  17 infected individuals out of   24) 
       Sample 3:   0.647    (  11 infected individuals out of   17) 
       Sample 4:   0.896    (  43 infected individuals out of   48) 
       Sample 5:   0.879    (  51 infected individuals out of   58) 
       Sample 6:   0.815    (  22 infected individuals out of   27) 
 
   Chi-square statistic =   8.918    df = 5      Min. expected count:   3.0 
   P-value =  0.112 
   WARNING: Some expected counts ( 3 out of 12) were less than 5. 
            Consider using Fisher's exact test! 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.821    (  32 infected individuals out of   39) 
       Sample 2:   0.708    (  17 infected individuals out of   24) 
       Sample 3:   0.647    (  11 infected individuals out of   17) 
       Sample 4:   0.896    (  43 infected individuals out of   48) 
       Sample 5:   0.879    (  51 infected individuals out of   58) 
       Sample 6:   0.815    (  22 infected individuals out of   27) 
 
   Exact p-value (2-sided)  =  0.115 
 
 
 
10-8. Melléklet: Az idősoros elemzés statisztikai kiértékelése a Sásostói kertben. 
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Data selected for analysis 
   Sample 1:  tótfalu1   Sample 2:  tótfalu10 
   Sample 3:  tótfalu2   Sample 4:  tótfalu3 
   Sample 5:  tótfalu4   Sample 6:  tótfalu5 
   Sample 7:  tótfalu6   Sample 8:  tótfalu7 
   Sample 9:  tótfalu8   Sample 10:  tótfalu9 
   
Descriptive statistics 
 
                       --No.of hosts--                          ---Intensity---   Var/mean 
                       Total   Infected   Prevalence    Mean    Median      ratio* 
   Sample  1:      42       31             73.8%        47.13      30.0       68.97 
   Sample  2:        9         7             77.8%        28.00      33.0       22.06 
   Sample  3:      14       12             85.7%        62.50      22.5       91.86 
   Sample  4:      24       19             79.2%        26.21      25.0       15.61 
   Sample  5:      15       10             66.7%        52.50      40.0       50.51 
   Sample  6:      29       11             37.9%        26.45      14.0       41.48 
   Sample  7:      16       13             81.3%      126.15      92.0     158.60 
   Sample  8:      26       19             73.1%        53.79      29.0       86.41 
   Sample  9:      25       12             48.0%        16.00      13.5       20.01 
   Sample 10:     29       15             51.7%        31.20      10.0       89.25 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.738    (  31 infected individuals out of   42) 
       Sample 2:   0.778    (   7 infected individuals out of    9) 
       Sample 3:   0.857    (  12 infected individuals out of   14) 
       Sample 4:   0.792    (  19 infected individuals out of   24) 
       Sample 5:   0.667    (  10 infected individuals out of   15) 
       Sample 6:   0.379    (  11 infected individuals out of   29) 
       Sample 7:   0.813    (  13 infected individuals out of   16) 
       Sample 8:   0.731    (  19 infected individuals out of   26) 
 
   WARNING: Max. number of samples in this procedure is 8. 
            Only the first 8 samples are used. 
 
   Chi-square statistic =  18.413    df = 7      Min. expected count:   2.7 
   P-value =  0.010 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences     Exact p-value (2-sided)  =  0.008 
 
 
10-9. Melléklet: Az idősoros elemzés statisztikai kiértékelése a Tótfalusi kertben. 
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Data selected for analysis 
   Sample 1:  szabad1   Sample 2:  szabad2 
   Sample 3:  szabad3   Sample 4:  szabad4 
   Sample 5:  szabad5+6+7 
   
Descriptive statistics 
 
                      --No.of hosts--                          ---Intensity---   Var/mean 
                       Total  Infected   Prevalence    Mean    Median      ratio* 
   Sample  1:     23       21             91.3%        38.24      35.0       14.13 
   Sample  2:     17       15             88.2%        57.27      30.0     163.15 
   Sample  3:       7         2             28.6%          8.50        8.5         8.76 
   Sample  4:     14         7             50.0%        28.57      13.0       68.43 
   Sample  5:     26       21             80.8%        48.52      27.0       69.72 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.913    (  21 infected individuals out of   23) 
       Sample 2:   0.882    (  15 infected individuals out of   17) 
       Sample 3:   0.286    (   2 infected individuals out of    7) 
       Sample 4:   0.500    (   7 infected individuals out of   14) 
       Sample 5:   0.808    (  21 infected individuals out of   26) 
 
   Chi-square statistic =  18.421    df = 4      Min. expected count:   1.7 
   P-value =  0.001 
   WARNING: Some expected counts ( 3 out of 10) were less than 5. 
            Consider using Fisher's exact test! 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.913    (  21 infected individuals out of   23) 
       Sample 2:   0.882    (  15 infected individuals out of   17) 
       Sample 3:   0.286    (   2 infected individuals out of    7) 
       Sample 4:   0.500    (   7 infected individuals out of   14) 
       Sample 5:   0.808    (  21 infected individuals out of   26) 
 
   Exact p-value (2-sided)  =  0.001 
 
 
 
 
 
 
10-10. Melléklet: Az idősoros elemzés statisztikai kiértékelése a szabad területen. 
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Data selected for analysis 
   Sample 1:  hólyagropolykorr 
   Sample 2:  hólyagsásoskorr 
   Sample 3:  hólyagszabadkorr 
   Sample 4:  hólyagtótfkorr 
 
Descriptive statistics 
 

--No.of hosts-- ---Intensity--- Var/mean 
Total Infected Prevalence Mean Median ratio* 

 Sample  1: 213 16 7.5% 1.00 1.0 0.93 
 Sample  2: 213 9 4.2% 1.00 1.0 0.96 
 Sample  3: 102 7 6.9% 1.00 1.0 0.94 
 Sample  4: 236 5 2.1% 1.00 1.0 0.98 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.075    (  16 infected individuals out of  213) 
       Sample 2:   0.042    (   9 infected individuals out of  213) 
       Sample 3:   0.069    (   7 infected individuals out of  102) 
       Sample 4:   0.021    (   5 infected individuals out of  236) 
 
   Chi-square statistic =   8.172    df = 3      Min. expected count:   4.9 
   P-value =  0.043 
   WARNING: Some expected counts ( 1 out of  8) were less than 5. 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.075    (  16 infected individuals out of  213) 
       Sample 2:   0.042    (   9 infected individuals out of  213) 
       Sample 3:   0.069    (   7 infected individuals out of  102) 
       Sample 4:   0.021    (   5 infected individuals out of  236) 
 
   Exact p-value (2-sided)  =  0.034 
 
 
 
 
 
 
 
11-1. Melléklet: A Taenia hydatigena-cysticercosis előfordulása és az eredmények 
statisztikai összehasonlítása vizsgálati helyszínek szerint. 



Data selected for analysis 
   Sample 1:  hólyagropolykorr 
   Sample 2:  hólyagsásoskorr 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.075    (  16 infected individuals out of  213) 
       Sample 2:   0.042    (   9 infected individuals out of  213) 
 
   Chi-square statistic =   2.082    df = 1      Min. expected count:  12.5 
   P-value =  0.149 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.075    (  16 infected individuals out of  213) 
       Sample 2:   0.042    (   9 infected individuals out of  213) 
 
   Exact p-value (2-sided)  =  0.215 
   Bootstrap p-value (two-sided) = 0.1530 
 
 
Data selected for analysis 
   Sample 1:  hólyagsásoskorr 
   Sample 2:  hólyagtótfkorr 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.042    (   9 infected individuals out of  213) 
       Sample 2:   0.021    (   5 infected individuals out of  236) 
 
   Chi-square statistic =   1.645    df = 1      Min. expected count:   6.6 
   P-value =  0.200 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.042    (   9 infected individuals out of  213) 
       Sample 2:   0.021    (   5 infected individuals out of  236) 
 
   Exact p-value (2-sided)  =  0.278 
 
 
 
 
 
 
 



Data selected for analysis 
   Sample 1:  hólyagsásoskorr 
   Sample 2:  hólyagszabadkorr 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.042    (   9 infected individuals out of  213) 
       Sample 2:   0.069    (   7 infected individuals out of  102) 
 
   Chi-square statistic =   0.995    df = 1      Min. expected count:   5.2 
   P-value =  0.319 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.042    (   9 infected individuals out of  213) 
       Sample 2:   0.069    (   7 infected individuals out of  102) 
 
   Exact p-value (2-sided)  =  0.411 
 
 
Data selected for analysis 
   Sample 1:  hólyagropolykorr 
   Sample 2:  hólyagtótfkorr 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.075    (  16 infected individuals out of  213) 
       Sample 2:   0.021    (   5 infected individuals out of  236) 
 
   Chi-square statistic =   7.304    df = 1      Min. expected count:  10.0 
   P-value =  0.007 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.075    (  16 infected individuals out of  213) 
       Sample 2:   0.021    (   5 infected individuals out of  236) 
 
   Exact p-value (2-sided)  =  0.007 
 
 
 
 
 
 
 
 



Data selected for analysis 
   Sample 1:  hólyagropolykorr 
   Sample 2:  hólyagszabadkorr 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.075    (  16 infected individuals out of  213) 
       Sample 2:   0.069    (   7 infected individuals out of  102) 
 
   Chi-square statistic =   0.043    df = 1      Min. expected count:   7.4 
   P-value =  0.836 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.075    (  16 infected individuals out of  213) 
       Sample 2:   0.069    (   7 infected individuals out of  102) 
 
   Exact p-value (2-sided)  =  1.000 
 
 
Data selected for analysis 
   Sample 1:  hólyagszabadkorr 
   Sample 2:  hólyagtótfkorr 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.069    (   7 infected individuals out of  102) 
       Sample 2:   0.021    (   5 infected individuals out of  236) 
 
   Chi-square statistic =   4.681    df = 1      Min. expected count:   3.6 
   P-value =  0.030 
   WARNING: Some expected counts ( 1 out of  4) were less than 5. 
            Consider using Fisher's exact test! 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.069    (   7 infected individuals out of  102) 
       Sample 2:   0.021    (   5 infected individuals out of  236) 
 
   Exact p-value (2-sided)  =  0.049 
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Data selected for analysis 
   Sample 1:  hólyagemsesüldő 
   Sample 2:  hólyagkan 
   Sample 3:  hólyagkansüldő 
   Sample 4:  hólyagkoca 
 
 
Descriptive statistics 
 
 

--No.of hosts-- ---Intensity--- Var/mean 
Total Infected Prevalence Mean Median ratio* 

 Sample  1: 130 2 1.5% 1.00 1.0 0.99 
 Sample  2: 227 13 5.7% 1.00 1.0 0.95 
 Sample  3: 113 2 1.8% 1.00 1.0 0.99 
 Sample  4: 226 20 8.8% 1.00 1.0 0.92 
 
 
        * Var/mean ratio is calculated including uninfected hosts as well 
 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.015    (   2 infected individuals out of  130) 
       Sample 2:   0.057    (  13 infected individuals out of  227) 
       Sample 3:   0.018    (   2 infected individuals out of  113) 
       Sample 4:   0.088    (  20 infected individuals out of  226) 
 
   Chi-square statistic =  12.191    df = 3      Min. expected count:   6.0 
   P-value =  0.007 
 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.015    (   2 infected individuals out of  130) 
       Sample 2:   0.057    (  13 infected individuals out of  227) 
       Sample 3:   0.018    (   2 infected individuals out of  113) 
       Sample 4:   0.088    (  20 infected individuals out of  226) 
 
   Exact p-value (2-sided)  =  0.006 
 
 
 
 
11-2. Melléklet: Az ivar és korcsoport szerint elkülönített vaddisznók cysticercus tenuicollis 
fertőzöttsége. 
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Data selected for analysis 
   Sample 1:  hólyagkan 
   Sample 2:  hólyagkoca 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.057    (  13 infected individuals out of  227) 
       Sample 2:   0.088    (  20 infected individuals out of  226) 
 
   Chi-square statistic =   1.635    df = 1      Min. expected count:  16.5 
   P-value =  0.201 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.057    (  13 infected individuals out of  227) 
       Sample 2:   0.088    (  20 infected individuals out of  226) 
 
   Exact p-value (2-sided)  =  0.211 
 
 
Data selected for analysis 
   Sample 1:  hólyagemsesüldő 
   Sample 2:  hólyagkansüldő 
 
Chi-square test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.015    (   2 infected individuals out of  130) 
       Sample 2:   0.018    (   2 infected individuals out of  113) 
 
   Chi-square statistic =   0.020    df = 1      Min. expected count:   1.9 
   P-value =  0.888 
   WARNING: Some expected counts ( 2 out of  4) were less than 5. 
            Consider using Fisher's exact test! 
 
Fisher's exact test for comparing prevalences 
 
   Sample prevalences   
       Sample 1:   0.015    (   2 infected individuals out of  130) 
       Sample 2:   0.018    (   2 infected individuals out of  113) 
 
   Exact p-value (2-sided)  =  1.000 
 
 
 
 



 
12. Melléklet: Értesítés gümőkór előfordulásáról vaddisznóban. 

OÁI, Kaposvári Intézete, Kaposvár. 



 

 
 
 
 



 
 
 
13. Melléklet: Vizsgálati eredmény közlése. 

OÁI, Kaposvári Intézete, Kaposvár. 



 

 
 



 
 



 
 
 
 
 
 



 
 
 
 
 
 



 
 
 
 
 
 



 
 
 
 
 
 



 


