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Dear editor,

The software comprehensive meta-analysis (CMA) is a good and easy to use software for researchers in order to perform
their meta-analyses. This, is the beneficial point of this software in comparison fo the others. But there are still some crificisms
made us fo write this letter.

Chisquare is a highly using statistical test in medical studies. Since a meta-analysis has 2 favours (positive and
negative studies), the chisquare used in mefo-analyses is always 2 by 2. Hence its low degree of freedom intend us to use
Yate's correction. Other than the Yate's correction, some studies imported in a meta-analysis run into very low expected
amounts for their contingency tables requiring us to use Fisher's exact test. Nevertheless, the software does not cover Yate's
correction and Fisher's exact test even the latest version (hitps://www.meta-analysis.com/pages/new_v3.php ). Thus we
were supposed to use for our previous mefa-analyses [1, 2] the effect size format “chi-squared and total sample size” (figure
1) instead of “exposed and unexposed cases and controls” (figure 2). Figures 3 and 4 show that the formats “unmatched
groups, refrospective” perform the analysis of chissquare without Yate's correction, and the worse, without any error for
studies requiring Fisher's exact test. In another forest plot (figure 5) we compared a hypothetical study with a sample size of
100 in two conditions of with and without Yate's correction (studies B and C) with the significance level of a 100-popuated
study which is af significance level 0.05 (study A|.

In spite of the high importance of Fisher's exact test [3], there is no format in CMA for calculation of effect size through
it. Thus researchers are supposed to use the format “P value and sample size” in such cases (figure 6). This p value should
be calculated through another software like SPSS. The new feature of CMA version 2 was that we could analyse studies
having different stafistical analyses in one meta-groph. Therefore in some cases needed both chissquare and Fisher's exact
fest, we can perform different formats. We suggest the options of Yate's correction and Fisher's exact fest for the future

versions of CMA.
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FIGURE 1. Effect size formats of the software.
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EQ' Dichotomous [number of events]
I:Q| Unrnatched groups, progpective [e.q.. contralled trials, cohort studies)
@ Ewentz and zample zize in each group
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@ Eventz and non-events in each group
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@ Continuous [means]
@ Correlation
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FIGURE 2. Effect size formats of the software.

i 8 Insert columns for effect size data

Click on the icons to select the data entry Format

[m Two groups or correlation
[m Dichatomous [number of events)
@ Unrnatched groups, progpective [e.q.. contralled trials, cohort studies]
@ b atched groups, prozpective [2.9.. crozsover trials or pre-post designsz]
[:@ Unmatched groups, retrospective [e.g.. case control studies)
@ Expozed and unexpogzed for cases and controls
[£] Exposed and total for cases and controls
@ Propartion expozed and tatal for cazes and controls
@ Computed effect sizes
@ Continuous [means)
& Correlation
@ Rates [events by person pears)
% Survivval [time to event]

Cirill dowwr in the listing to select a data entmy format.
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FIGURE 3. Studies A and C are the same; but Data formats are different.
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FIGURE 4. Forest plot of figure 3. Lack of Yate’s correction in study A results in a lower P value.

Study name Statistics for each study Odds ratio and 95% CI
Odds Lower Upper
ratio limit limit Z-Value p-Value

A 1/714  0/895 3/285 1/624 0104

B rra /417 1/450  0O/791- 0/429

C 1/714  0/826  3/557 1/447 0/148

17271 0/867 1/865 1/229 0/219
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FIGURE 5. Although using Yate’s correction does not impact on odds ratio, but the format “chi-squared and total sample size”
requires a computed chi-square (effect size) computed by another software in which we used Yate’s correction. So the different

odds ratios in this figure is due to under-estimation of the software. Of course such under-estimated odds ratio are more
reliable and a kind of statistical correction.

Study name Statistics for each study Odds ratio and 95% CI
Odds Lower Upper
ratio limit limit Z-Value p-Value

A 2/089 1/000 4/363 1/960 0/050

B 2/068 0/990 4/318 1/934 0/053

C 2/667  1/080 6/524 2/149 /032 ——
2/214 1411 3/472 3/461 0/001 ’
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FIGURE 6. Although the format “P value and sample size for correlation” is usually for parametric tests, but odds ratio can be
estimated

automatically.

i Insert columns for effect size data

Click on the icons to select the data entry format

@ Twao groups or correlation

@ Dichotomous [number of events]

@ Continuous [means)

[m Correlation

[:@ Computed effect sizes

[£] Correlation and sample size
£] Correlation and standard error
=] Coarrelation and wariance
£] Fizher's £ and sample size
£] Fisher's £ and standard error

=] Fizher's £ and wariance

=] Correlation and t-wvalue
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=] t-walue and zample size for corelation
E] p-walue and sample zize for correlation
@ Rates [events by perzon years)

@ Survirval [time to event)

Cirill dowwr i the listing to select a data entmy farmat.
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