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 733 

 734 

Figure S5. Funnel plot for the meta-regression comparing pollinator’s visit frequencies and 735 

single visit effectiveness.  736 

 737 

(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission. 
The copyright holder for this preprintthis version posted March 15, 2021. ; https://doi.org/10.1101/2021.03.12.432378doi: bioRxiv preprint 



 46 

 738 

 739 

Figure S6. Meta-regression results for the relationship between a pollinator’s visit frequency and 740 

single visit effectiveness for crop and non-crop plants in studies with and without honeybees 741 

present. Effect sizes (Fisher’s Z-transformed correlation coefficients) were compared for non-742 

crop (gray circles) and crop species (green circles) in studies where honeybees was present (as 743 

indicated by the honeybee icons) and systems where they were absent. Meta-analytic means are 744 

represented as point estimates with their 95% CI (thick lines) and prediction intervals (thin 745 

lines). Individual effect sizes are scaled by their precision (1/SE). 746 

  747 

(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission. 
The copyright holder for this preprintthis version posted March 15, 2021. ; https://doi.org/10.1101/2021.03.12.432378doi: bioRxiv preprint 

https://doi.org/10.1101/2021.03.12.432378


 47 

Appendix S2 748 

 749 

Table S1. Model outputs for most effective (MEP) and average effectiveness (AEP) 750 

effect size calculations graphed in Fig. 2, 3, and 4. When phylogenetic covariance applied is ‘1’ 751 

this indicates that models included phylogenetic covariance matrices as random effects. When 752 

phylogenetic covariance applied is ‘0’ no such control was not included. All models had study 753 

ID, site, year, and plant species as random effects. Despite slightly higher AIC values and larger 754 

P values we present results from models including phylogenetic controls to fully account for 755 

non-independence due to shared ancestry. 756 

 757 
  Effectiveness 

calculation 
group 

Phylogenetic 
covariance 
applied 

Modifier SMD CI low CI 
high 

P AIC 

Overall 
meta-
analytic 
models 

  
 

            

 
MEP 

       
  

0 
 

0.504 0.299 0.710 < 0.001 617.441 
  

1 
 

0.497 0.211 0.783 0.001 617.922 
 

AEP 
       

  
0 

 
0.255 0.069 0.441 0.007 495.639 

  
1 

 
0.207 -0.094 0.508 0.177 496.161 

Pollinator 
group 
models 

  
 

            

 
MEP 

       
  

0 ant 0.279 -1.037 1.595 0.678 568.730   
0 bee 0.660 0.462 0.858 < 0.001 568.730 

  
0 beetle -0.615 -1.348 0.119 0.101 568.730 

  
0 bird 2.252 1.452 3.052 < 0.001 568.730   
0 butterfly 0.162 -0.412 0.737 0.580 568.730 

  
0 fly -0.226 -0.601 0.149 0.237 568.730 

  
0 moth -0.228 -2.162 1.705 0.817 568.730   
0 wasp -0.367 -0.973 0.239 0.235 568.730 

  
1 ant 0.362 -0.965 1.688 0.593 570.780 
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1 bee 0.665 0.463 0.868 < 0.001 570.780 

  
1 beetle -0.574 -1.331 0.183 0.137 570.780   
1 bird 2.269 1.457 3.082 < 0.001 570.780 

  
1 butterfly 0.087 -0.498 0.672 0.771 570.780 

  
1 fly -0.239 -0.627 0.150 0.228 570.780   
1 moth -0.058 -2.045 1.930 0.955 570.780 

  
1 wasp -0.324 -0.935 0.288 0.299 570.780 

 
AEP 

       
  

0 ant 0.298 -0.661 1.257 0.543 465.572 
  

0 bee 0.322 0.137 0.506 0.001 465.572 
  

0 beetle -0.438 -1.034 0.158 0.150 465.572   
0 bird 1.306 0.695 1.918 < 0.001 465.572 

  
0 butterfly 0.189 -0.251 0.628 0.400 465.572 

  
0 fly -0.262 -0.575 0.051 0.101 465.572   
0 moth -0.412 -1.819 0.996 0.567 465.572 

  
0 wasp -0.311 -0.773 0.150 0.186 465.572 

  
1 ant 0.353 -0.657 1.364 0.493 466.435   
1 bee 0.247 -0.094 0.588 0.156 466.435 

  
1 beetle -0.482 -1.157 0.194 0.162 466.435 

  
1 bird 1.344 0.667 2.020 < 0.001 466.435   
1 butterfly 0.084 -0.453 0.621 0.759 466.435 

  
1 fly -0.344 -0.761 0.072 0.105 466.435 

  
1 moth -0.369 -1.879 1.142 0.632 466.435   
1 wasp -0.351 -0.904 0.201 0.212 466.435 

Crop status 
models 

  
 

            
 

MEP 
       

  
0 crop 0.902 0.634 1.170 < 0.001 328.658 

  
0 non-crop 0.477 0.238 0.715 < 0.001 328.658 

  
1 crop 0.786 0.328 1.244 0.001 328.611 

  
1 non-crop 0.413 -0.033 0.859 0.069 328.611 

 
AEP 

       
  

0 crop 0.629 0.415 0.843 < 0.001 252.348 
  

0 non-crop 0.109 -0.100 0.317 0.306 252.348 
  

1 crop 0.511 0.137 0.886 0.007 251.522 
  

1 non-crop 0.083 -0.292 0.458 0.665 251.522 
Range status 
models 

  
 

            
 

MEP 
       

  
0 native 0.690 0.307 1.073 < 0.001 277.914 

  
0 non-native 0.718 0.402 1.034 < 0.001 277.914 
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1 native 0.608 0.021 1.195 0.042 277.724 

  
1 non-native 0.683 0.105 1.261 0.021 277.724  

AEP 
       

  
0 native 0.425 0.051 0.799 0.026 221.240 

  
0 non-native 0.294 0.024 0.564 0.033 221.240   
1 native 0.299 -0.240 0.839 0.277 220.002 

  
1 non-native 0.272 -0.232 0.777 0.290 220.002 
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