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1. Goal: Analysis of
macroinvertebrate response across a
gradient of agricultural disturbance
(crops, cattle, & citrus) for inclusion
in a multi-metric bioassessment
protocol.

3. Metric Approach:
Trophic measures
Composition measures

* Richness measures
Phylogenic assemblages
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all organisms could be identified to
species. We analyzed the abundance
of each phylogenic level along the
disturbance gradient. Genera and
species level analyses show promise.
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not in others. Other explanations
include sampling season and

Macroinvertebrates have proven
useful as wetland bioindicators in
other states (MT, MN, OH) and
other water bodies here in Florida
(Stream Condition Index, Lake
Condition Index).

iThere are currently no
Richness Measure metrics
that are responding in a
predictable and consistent
manner along the impact
radient.

[The small sample size within each
region (n=10 to 14) means the
regional results are preliminary;
additional sites (n=35) are
currently being analyzed. Final
sample size will be 70 marshes.

w 5. Summary:

+ Ideally, several metrics from each category
(Trophic, Richness, and Composition) can be
included in biometric development.

+ However, with the exception of certain
[ Trophic and Composition measures,
correlation can be made between impact and
macroinvertebrate response.

+ The addition of 35 sites sampled in 2000 will
strengthen our analysis (n=70).

[+ Regional and phylogenic analysis will continue
with the full dataset.
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