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1. Amniotic fluid1-9 
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3. Bile13-15 
4. Blood16-23 
5. Bronchoalveolar Lavage24-27 
6. Cancer interstitial fluids11,28-30 
7. Cerebrospinal fluid31-37  
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9. Cervicovaginal fluid39-41 
10. Exhaled breath condensate42-44 
11. Lung cancer pleural effusions45-47 
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*We apologize to all researchers whose excellent studies on these and other body fluids missed 
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