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Distribution of brook trout in North America (from MacCrimmon
and Campbell 1969).

Distribution of wild (spawning) brook trout populationsin New
Jersey, as documented by stream surveys conducted by the
New Jersey Division of Fish and Wildlife from 1968 through
2003 (from Hamilton and Barno 2005).

Examples of color variation in wild brook trout from New Jersey
streams.

New Jersey’ s physiographic provinces and freshwaters having
self-sustaining salmonid populations (trout production waters),
as documented through NJDFW surveys conducted from 1968
through 2003 (Hamilton and Barno 2005).

Limits of glaciation in New Jersey and nearby New Y ork.

Distribution and assessment of the status of wild brook trout in
the eastern United States (left), with detail provided for New
Jersey (right)(Hudy et al. 2005).

Map indicating the location of 22 sitesin New Jersey where
brook trout, Salvelinus fontinalis, were collected in 2000.

Collection of brook trout using a backpack electrofisher.
Cardiac puncture technigue used to obtain blood samples.

DNA extraction success was confirmed electrophoretically and
photo-documented.

Hierarchical gene diversity analysis (AMOVA) of 22 spawning
populations of brook trout from New Jersey for 12
microsatellite DNA loci (P < 0.010).

Neighbor-joining phenogram depicting genetic distance using the

chord distance of Cavelli-Sforza and Edwards (1967), for
brook collected from 22 streams and 1 hatchery in New Jersey.
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Genetic distance (chord distance, Cavalli-Sforza and Edwards
1967) among 23 collections of brook trout from New Jersey
using 13 microsatellite loci.

Results of maximum likelihood assignment tests for 23 brook
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