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propriate servers by constraining the search space through

query re�nement and source selection. Concretely, e�ective

query routing not only reduces the query response time and

the overall processing cost, but also eliminates a lot of un-

necessary communication overhead over the global networks

and ov



sults and converts format in order to use a command-line

tool to create a multiple sequence alignment [13].

Using BioZoom, the scientist �rst needs to en



how chemical compounds can a�ect the proteins identi�ed.

The goal here is to �nd a chemical that will inhibit gp120

from binding with the CD4 receptor, while minimizing the

interference with regular cellular function.

Pharmaceutical companies usually maintain a list of

chemical compounds with on the order of a million entries.

Through mathematical modeling, how each compound in-





or protein sequence similarity, based on the list of source

pro�le descriptions in Figure 4, among many others. It will

�nd that sources 7, 8, and 9 are not relevant to the query

answer.

Step 2: Level-t



Figure 2: An Example Run of Query Routing and Execution in BioZoom

4 Related Work and Conclusion

The very nature of scienti�c research and discovery leads to

the continuous creation of information that is new in content

or representation or both. Despite the e�orts to �t molec-

ular biology information in






