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• Further work in this area will include analysis of diseased samples to identifyTable 1: XCorr scores for CID and saETD the three citrullinated peptides from the

Table 2: Identification rates for CID and saETD from the SEQUEST searches of saliva

saETD 56 11 8 0 0

• Further work in this area will include analysis of diseased samples to identify
novel citrullinated proteins.

Table 1: XCorr scores for CID and saETD the three citrullinated peptides from the
SEQUEST searches.

Table 2: Identification rates for CID and saETD from the SEQUEST searches of saliva
and sixmix datasets. novel citrullinated proteins.SEQUEST searches.
and sixmix datasets.
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