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In this manuscript Yu and colleagues present a new tool to identify mobile element insertions (referred 

to in this paper as retrotransposon insertion polymorphisms , RIPs). The authors employ their algorithm 

on 90 high-coverage sequenced Han Chinese individuals. The authors demonstrate that their algorithm 

is sufficiently faster (~3-fold) than previous algorithms, and more accurate, and present some very 

simple observations about MEIs in their dataset.In general, I think this algorithm is a valuable 

contribution and will be an excellent tool for individuals interested in MEIs. The manuscript lacks much 

detail however and the analyses provide little insights on population genetics of MEIs or the breakpoints 

/ mechanisms etc. I think the authors should either retailor the manuscript to discuss more of the 

algorithm, ie, how exactly they are improving accuracy (describe the maximal valid clusters algorithm 

and the Asynchronism [sic] Scanning algorithm"), or, provide more in-depth analyses of population 

genetics and breakpoints.It's also unclear to me if this algorithm can perform genotyping of MEIs? It 

seems not from my read through of the text, but, this is not clear. This seems to be a functionality that is 

a necessity for any new algorithm in this field.The authors identify MEIs in individuals from different 

reginos of China. As a further validation of the utility of RIP, it would be good to show that the identified 

polymorphisms are useful markers of ancestry through a PCA or a tree. (Genotyping would be important 

here)If the authors are interested in further population genetics analyses, they might consider analyzing 

Simons dataset, 300 high coverage genomes from across the world: Nature. 2016 Oct 13;538(7624):201-

206. doi: 10.1038/nature18964. Epub 2016 Sep 21. The Simons Genome Diversity Project: 300 genomes 

from 142 diverse populations. Mallick et alThe authors claim that efforts to identify MEI polymorphisms 

"have not been undertaken sufficiently" and the reasons for this are that efforts have only been 

undertaken in low-coverage samples such as the 1000 genomes and additionally software has not been 

fast enough to process high-coverage data. While to some extent both of the aforementioned issues are 

true, I believe they are overstated.There are English and grammatical errors throughout, and the 

manuscript will need to be carefully proofread 
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being published 
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