
original article:

Highly similar sections are highlighted.   While the 2014 PLOS Comp Bio paper is cited, the 2016 Scientific Reports article 
incorrectly claims “we... introduce a new feature called gapped k-mer” and “we present a new predictor called (SVM-GKM),” 
which were introduced and developed in the 2014 PLOS Comp Bio paper as gkm-SVM.  The “SVM-GKM” method is identical 
to gkm-SVM, and uses our gkm-SVM software.  The authors have copied text, rearranged the acronym, rearranged some 
variable names (introducing some errors in the process), and run our software on a different dataset.  The claim of this paper 
was not “we applied gkm-SVM to recombination”, the fraudulent claim was “we present a new predictor called (SVM-GKM).”



These equations are all identical, with only variable name and notation changes: b=4, kl, nm, mk,                         .
Copying errors in red: “counts” was changed to “length,” which would make this method fail, if it had actually been implemented.
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here when retyping they 
introduced an error in 
the definition of r.

changed C T 
algorithm is 
identical



The tree structure is identical and the software is identical.
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