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Supplementary Table: List of Papers (PDF files) tested using MSL.  

The table gives the list of some of those manuscripts from different publishers (F1000Research, 

PLOS, Hindawi, IEEE, BMC, PeerJ, Frontiers, ACM, Bentham Science and Oxford University Press), 

which have been used for testing and validating the MSL application. This table provides the 

information about some of the extracted images and observed full and marginal text. All 

Extracted Images and Text (XML) are categorically provided in attached Supplementary 

Material: Raw Dataset. 

 

Publishers Extracted Text Extracted Images 

F1000-
Reseasrch, 

(Ahmed et 
al., 2015) 1 

  



PLOS, 

(Pryszcz et 
al., 2015) 2 

  

Hindawi, 

(Hernández 
et al., 
2015) 3 

  

IEEE, 

(Ahmed 
and 
Gerhard, 
2009) 4 

  

BMC, 

(Ahmed et 
al., 2013) 5 

  

PeerJ, 

(Eren et 
al., 2015) 6 

  



Frontiers, 

(Moreau et 
al., 2009) 7 

  

ACM, 

(Ahmed, 
2009) 8 

  

Bentham 
Science, 

(Ahmed 
and 
Helfrich-
Förster, 
2009) 9   

Oxford 
University 
Press, 

(Xu et al., 
2015) 10 
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