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Table 1: Proportions (on a scale of 0-1.0) of modelled larval settlement at sampled sites.

	
	
	SETTLEMENT SITES

	
	 
	Northern Irish Sea
	North Atlantic
	Southern Irish Sea
	English Channel
	Bay of Biscay
	Tyrrhenian Sea
	Balearic Sea
	Iberian Peninsula
	North Africa

	SOURCE POPULATIONS
	Northern Irish Sea
	0.21
	
	0.00066
	
	
	
	
	
	

	
	North Atlantic
	
	0.79

	
	
	
	
	
	
	

	
	Southern Irish Sea
	0.00014
	
	0.18
	
	
	
	
	
	

	
	English Channel
	
	
	
	0.50
	
	
	
	
	

	
	Bay of Biscay
	
	
	
	
	0.23
	
	
	
	

	
	Tyrrhenian Sea
	
	
	
	
	
	0.18
	
	
	

	
	Balearic Sea
	
	
	
	
	
	
	0.17
	
	

	
	Iberian Peninsula
	
	
	
	
	<0.0001
	
	
	0.07
	

	
	North Africa
	
	
	
	
	
	
	
	<0.0001
	0.07


Shown is the most optimistic scenario (daily releases throughout the years of simulation, 12 weeks PLD). Note this table differs from FST pairwise plots as it shows directional flow of a single generation of dispersal (rather than pairwise genetic dissimilarity which is non-directional): row names represent source populations, and columns settlement sites. Very limited to no connectivity is observed between all sites.
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Figure 1: Plot of reads per site, created in R version 3.1.2 [99]. 
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Figure 2:  Per site maps of larval density to visualise the pathways of simulated dispersal in the most optimistic scenario. Shown are the daily releases throughout the year, 12 weeks PLD. Genetic sampling locations are shown as stars, with releases from (a) North Atlantic, (b) Northern Irish Sea, (c) Southern Irish Sea, (d) Bay of Biscay, (e) English Channel, (f) Balearic Sea, (g) North Africa, (h) Iberian Peninsula, (i) Tyrrhenian Sea. Other known reef sites, sourced from GBIF, are indicated by 10 km boxes. Created in Matlab (Mathworks, Version R2016a).
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