Prefrontal cortex

GFAP
glial fibrillary acidic protein [Homo sapiens]Nominal mass (Mr): 49907; Calculated pI value: 5.42 
Spot number  939

T-test value   0.02032

Up/down regulation
-1.859
Spot number  957

T-test value   0.00868

Up/down regulation
-1.2772
Spot number  958

T-test value   0.02533

Up/down regulation
-1.2061
Spot number  982

T-test value   0.02106

Up/down regulation
-1.9423
Spot number  1018

T-test value   0.02779

Up/down regulation
-1.457
Spot number  1025

T-test value   0.00875

Up/down regulation
-1.2771
Spot number  1358

T-test value   0.00821

Up/down regulation
-1.1985
Spot number  1449

T-test value   0.03153

Up/down regulation
-1.5811
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Spot number  2406

T-test value   0.00749

Up/down regulation
1.5002
glial fibrillary acidic protein, isoform CRA_a [Homo sapiens]

Nominal mass (Mr): 36505; Calculated pI value: 5.55; 
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