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FO 25 0.004 6.9 78 Fiebig IV Acute infection 

MP 26 0.001 7.0 12 Fiebig IV Acute infection 

CO 22 0.001 5.3 35 Fiebig VI Acute infection 

XE 20 0.004 6.7 68 Fiebig IV Acute infection 

PU 30 0.031 4.0   Chronic infection 
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