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Figure S3. Examples of SQL-based querying of DIGS results. 

Panels show screenshots of a MySQL client program (Sequel Ace) connected to a screening database generated using the database-integrated 

genome screening (DIGS) tool. Structured query language (SQL) can be used to interrogate and manipulate screening databases. Each panel 

shows a distinct SQL query (upper window) and its results (lower window).  

 

(a) Deriving stratified counts of non-retroviral EVE loci. The query shown here uses a custom table (‘virus taxonomy’,) linked via the ‘assigned 

name’ field (see Fig. S2a), to group hits according to virus family. A ‘digs results’ table field, ‘bit score’, is used to restrict results to higher 

confidence hits - it is derived from the ‘reverse’ BLAST-step, in which a sequence hit identified from a ‘forward’ BLAST (i.e. probe versus target 

database file) is compared to the reference sequence library (RSL). It thereby provides an index showing how similar individual hits are to 

sequences included in the RSL. 

 

(b) Retrieving information about paramyxovirus-derived EVEs recovered via DIGS. The query shown here provides an overview of paramyxovirus 

EVEs, showing the vertebrate class in which they were identified, which paramyxovirus species and genes they disclose similarity to (based on 

comparison to RSL sequences), and fields that show the closeness of the match. It uses two custom tables: (i) ‘virus taxonomy’ and (ii) ‘host 

taxonomy,’ which is linked via the ‘organism’ field (see Fig. S2). A bitscore cut-off is used to filter hits, and an order statement is used to sort 

results by the taxonomic designations of host species.  

 

(c) An SQL query used to retrieve individual counts of high confidence endogenous retrovirus (ERV) reverse transcriptase (RT). RT hits were 

recovered by screening a target database comprising whole genome sequence data of 874 vertebrate species. We empirically  determined that 

a bit score of >=90 eliminates false positive RT hits. Host and virus taxonomy tables, linked as described above for non-retroviral viruses, are 

used to stratify results. 


