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eille River
Flodelle Creek’

&

Y CrabiCreek

Imbler'Creek

4

RackCree

Figure 1: Map of eastern Washington showing sample sites. Sponge
presence is noted in yellow, sponge absence in red.

Figure 2: Spicules from High Bridge Park sponge #2.

Figure 3: Spicules from Hangman Creek sponge #3.
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Figure 5. Water was significantly warmer at sites where sponges were present

compared to site:

No other water q

s without sponges (t-test, t = 3.43, df =, P= 0.003).

uality variables differed significantly between sites with and

without sponges.

Phylogenetic Tree from COI Gene Region
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Figure 4: Maximum-likelihood tree built using COI gene sequences in [QTree with 1,000
of

bootstr Support values pl that

the same topology. Samples for this study are hi in yellow.
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