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We thank Hadi and colleagues[1] for the interesting
comments on our study[2] and we are happy to pro-
vide replies to the specific comments raised.

First, Hadi and colleagues[1] stated we did not use
the quality assessment in a subgroup analysis to per-
form investigate the sources of heterogeneity. We
agree that conducting a subgroup analysis in meta-
analysis is important to investigate heterogenous
results or answer specific questions. While we assessed
for risk of bias on three criteria (sample selection,
microbiology method, and representativeness), the
regional or national representativeness of the studied
hospital population was an important criterion for
assessing the validity of the estimates since this study
was conducted to provide regional proxy estimates
for L-LMIC regions in the absence of fully functional
national and regionally-representative antimicrobial
resistance (AMR) surveillance systems. The overall
risk of bias in the majority of the studies is moderate
or high (162/163, 99.4%) and only one study was
deemed to have a low risk of bias. However, when ana-
lyzed per criterion, the risk of bias for the regional or
national representativeness of the studied hospital
population was assessed as “high” in virtually all
studies (n=161/163, 98.8%). Therefore, based on
this unsurprising finding and acknowledged limit-
ation, we do not consider our overall risk of bias to
be of intrinsic value to categorize a sufficient number
of studies as “high or low quality” for a meta-
regression. Nevertheless, in order to reliably explore
possible sources of observed heterogeneity while redu-
cing false-positive associations, we assessed for sys-
tematic differences in our outcome with a moderator
analysis (meta-regression) including study character-
istics such as whether the study is multicenter or single
center, WHO region, Income level, Age group, and
HAI type as pre-specified in the protocol. These

findings reiterate the need for caution in the interpret-
ation of pooled estimates and the urgent need for an
expanded AMR surveillance capacity in L-LMICs
regions that provides more reliable estimates by redu-
cing selection bias that a meta-analysis of published
studies may not adequately exclude.

Secondly, Hadi and colleagues raised concerns
about the importance of perform subgroup analysis
based on the guideline or the breakpoints used to
interpret the AST results to ensure similar definitions
of antibiotic resistance. For this study, we extracted
data on AST guidelines used to determine included
studies that rely on validated guidelines and are not
as a part of our pre-specified subgroup analysis per
protocol. In total, 77.9% (127/163) of the included
studies reported the guideline used to interpret the
AST results. In 36 of the included studies, no guideline
was reported. Almost all of the included studies with
reported AST guideline used AST interpretations
based on the CLSI (116/127, 91.3%). In three studies,
the interpretation was based on EUCAST, and another
eight studies used different guidelines than these. Even
though different breakpoints within the interpretation
guidelines can cause heterogeneity in the study results,
the subgroups with 3 studies using EUCAST com-
pared to 127 using CLSI guidelines would not be ade-
quate to reliably conduct and interpret a subgroup
analysis. Also, investigations of heterogeneity when
there are very few studies are of questionable value
[3]. In the discussion of the study findings, we noted
that the methodological differences in AST as a limit-
ation that might explain the high heterogeneity in our
main discussion, especially when comparing our study
results within L-LMICs and between different national
surveillance data (Table 1). The AST guidelines of
most included surveillance data were based on
CLSI (USA, ReLAVRA, Japan, and China), while
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Table 1. Analysis of publication bias.
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Pathogen Resistance Number of studies Egger’s test* [12] Begg's test [13]
E. coli Carbapenems 60 t=-1.65, df =58, z=1.24,

p-value =0.1039 p-value =0.2155
K. pneumoniae 50 t=—-044, df =48, z=-0.26,

p-value = 0.6638 p-value =0.7952
P. aeruginosa 56 t=—1.25, df =54, z=-1.19,

p-value =0.2177 p-value =0.2348
Enterobacter spp. 7 e e
A. baumannii (complex) 36 t=-240, df = 34, z=-249,

p-value = 0.0221 p-value =0.0126
E. coli Third-generation cephalosporins 58 t=-1.65, df =58, z=1.24,

p-value =0.1039 p-value =0.2155
K. pneumoniae 48 t=-1.19, df =44, z=-0.74,

p-value = 0.2401 p-value = 0.4595
Enterobacter spp. 8 B B
S. aureus Methicillin 80 t=0.47, df =78, z=0.61,

p-value = 0.6365 p-value = 0.5411

Vancomycin 39 t=221,df=37, z=4.92,

p-value = 0.0337*** p-value < 0.0007%***

* Predictor: standard error, weight: inverse variance
** Number of studies too small to test for small study effects (kni, = 10)

*** The majority of studies reported proportions of 0 or close to 0. As stated above, funnel plots were found to be an inaccurate method of assessing

publication bias in proportion studies with low proportion outcomes [8].

surveillance data from EU/EEA and Germany were
primarily based on EUCAST. Therefore, direct com-
parison between these groups is restated to be done
with caution. Still, we acknowledge that meta-analyses
directly based on the breakpoints used to interpret
AST results will be a more accurate approach. How-
ever, the lack of breakpoint reporting in many studies,
the variability of methods used, and the changes in
breakpoints within the same guideline such as CLSI
over the period of the included studies (2010-2020)
make such analysis difficult, especially with insuffi-
cient details in published observational studies.
Lastly, Hadi and colleagues raised concerns about
the absence of any investigation of publication bias in
our study. Publication bias has been long recognized
as a serious problem in clinical research [4-6]. There
is clear evidence that studies are more likely to be pub-
lished if their results are statistically significant, or
confirm the initial hypothesis, such as the clinical effec-
tiveness of the investigated drug or clinical intervention
[7-9]. Therefore, in meta-analyses, the publication bias
can be analyzed using different methods, such as asses-
sing the asymmetry of funnel plots quantified by
Egger’s regression test and Begg’s rank test. However,
in the original manuscript, we decided to not perform
publication bias analyses based on two main reasons:

1. To our knowledge, in contrast to clinical effective-
ness studies (either RCT or non-RCTs), there are
no systematic data on the importance and extent
of publication bias in prevalence/incidence studies
like ours. The authors admittedly have not reached
a consensus on the nature of publication bias in a
prevalence/proportion meta-analysis. Likewise, as
shown by Migliavaca et al. 2020 [10] publication
bias was examined in less than half of systematic
reviews of prevalence studies.

2. It appears that there is no accepted standard on a
robust quantitative method to analyse publication
bias in proportion studies. The reliability of the
conventional funnel plots in assessing publication
bias in meta-analyses of proportion studies
remains questionable, especially in proportion
studies with low proportion outcomes [11].

However, in response to the commentary, we con-
ducted publication bias analyses in our main analyses.
We were able to detect funnel plot asymmetry in only
two out ten analyses (see table below). Importantly,
the funnel plot asymmetry detected in the analysis of
vancomycin resistance in S. aureus may not be accu-
rate, since the majority of these studies reported pro-
portions of zero or close to zero. In sum, based on
our funnel plot analyses, we conclude that publication
bias (small-study effects) is not prominently present in
our meta-analyses.

Disclosure statement

No potential conflict of interest was reported by the author(s).

ORCID

Olaniyi Ayobami
Simon Brinkwirth

http://orcid.org/0000-0003-1480-386X
http://orcid.org/0000-0003-3669-7711

References

[1] Hadi Z, Goodarzi F, Dalir A, et al. Comments on the
published meta-analysis of antibiotic resistance in
hospital-acquired ESKAPE-E infections in low- and
lower-middle-income countries. Emerg Microbes
Infect. 2022;11(1):1602-1603.

[2] Ayobami O, Brinkwirth S, Eckmanns T, et al
Antibiotic resistance in hospital-acquired ESKAPE-E
infections in low- and lower-middle-income


http://orcid.org/0000-0003-1480-386X
http://orcid.org/0000-0003-3669-7711

2290 O. Ayobami et al.

countries: a systematic review and meta-analysis.
Emerg Microbes Infect. 2022;11(1):443-451.
Thompson SG, Higgins JPT. How should meta-
regression analyses be undertaken and interpreted?
Stat Med. 2002;21(11):1559-1573.

Mitra-Majumdar M, Kesselheim AS. Reporting bias in
clinical trials: progress toward transparency and next
steps. PLoS Med. 2022;19(1):e1003894.

Easterbrook PJ, Berlin JA, Gopalan R, et al
Publication bias in clinical research. Lancet (London,
England). 1991;337(8746):867-872.

Begg CB, Berlin JA. Publication bias: A problem in
interpreting medical data. Journal of the Royal
Statistical Society Series A (Statistics in Society).
1988;151(3):419-463.

Schmucker C, Schell LK, Portalupi S, et al. Extent of
non-publication in cohorts of studies approved by
research ethics committees or included in trial regis-
tries. PloS one. 2014;9(12):e114023.

(8]

(9]

(10]

(11]

(12]

(13]

Scherer RW, Meerpohl JJ, Pfeifer N, et al. Full publi-
cation of results initially presented in abstracts.
Cochrane Database Syst Rev. 2018;11(11):Mr000005.
Chan AW, Song F, Vickers A, et al. Increasing value
and reducing waste: addressing inaccessible research.
Lancet (London, England). 2014;383(9913):257-266.
Borges Migliavaca C, Stein C, Colpani V, et al. How are
systematic reviews of prevalence conducted? A methodo-
logical study. BMC Med Res Methodol. 2020;20(1):96.
Hunter JP, Saratzis A, Sutton AJ, et al. In meta-ana-
lyses of proportion studies, funnel plots were found
to be an inaccurate method of assessing publication
bias. J Clin Epidemiol. 2014;67(8):897-903.

Egger M, Davey Smith G, Schneider M, et al. Bias in
meta-analysis detected by a simple, graphical test.
BM]J (Clinical Research ed). 1997;315(7109):629-634.
Begg CB, Mazumdar M. Operating characteristics of a
rank correlation test for publication bias. Biometrics.
1994;50(4):1088-1101.



	Disclosure statement
	ORCID
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles false
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile ()
  /CalRGBProfile (Adobe RGB \0501998\051)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 524288
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments false
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo false
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings false
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.90
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /ColorImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.90
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /GrayImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Average
  /MonoImageResolution 300
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects true
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU ()
  >>
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [595.245 841.846]
>> setpagedevice


