Table S1 Evaluation of the TransMap gene model classifications against ENCODE gene annotations

	
	ENCODE annotation
	
	

	
	Gene transcripts
	Unprocessed pseudogenes
	N
	Predictive values

	TransMap gene model evaluation code
	Valid 
	284
	5
	289
	98.3% = 284/ 289

(positive predictive value)

	
	Err
	74
	24
	98
	24.5% = 24/98 

(negative predictive value)


The TransMap code assignments are evaluated using ENCODE region gene and pseudogene classifications. The ENCODE genes are the published Gencode transcripts for the human genome ENCODE region [1,2]. The ENCODE unprocessed pseudogenes are those annotated as the consensus of five pseudogene prediction algorithms [3]. The TransMap human gene models and their associated assignment codes are produced by TransMapping mouse mRNAs to the human genome. A TransMap gene model is evaluated to be “valid” when it can produce a satisfactory conceptual translation using the TransMap evaluation routine. Otherwise, the gene model is assigned an ”err” code. The analysis is carried out on the subset of genes or pseudogenes that intersects the TransMap gene models and ENCODE annotations.
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