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Human urinary proteome analysis and the open access database of the
urinary proteome
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Experimental conditions and statistics on database searches of 4 individual experiments using single urine sample

in-gel 1 in-gel 2 in-solution 1 in-solution 2

Urinary protein 150 ug 150 ug 125ug 125ug
‘Albumin removal - - s +
Protein separation  invitogen NUPAGE 4~12 % Bis-Tris Gel Agilent mRP-C18 Column
Number of fracton 14 o 22 2
Digeston in-gel in-gel | in-soluion in-solution
Dematurant 50 %Trifluoroethanol 6 M Urea & 2 M Thiourea
LG gradient time 100min 140min  100min 100min
Identified IT-MS2 spectraby 16219 10535 13367 10175

mascot™
Number of unique peptides® as04 3858 3164 2837
Number of identified proteins® 759 815 66 580
Total number of unique peptides® | go4at
Total number of identified proteins* 1281

Experimental conditions and statistics on database searches of 10 slices of pooled urine sample

Pooled  Pooled Pooled Pooled Pooled Pooled Pooled Pooled Pooled Pooled
1 2 3 4 5 6 7 8 9 10

Protein separation invitrogen NuUPAGE 4~12 % Bis-Tris Gel
Digestion in-gel
LC gradient time 140 min
Identified IT-MS2 42,578 36,288 46,328 42,664 48,938 46,529 48,101 50,654 26,607 26,817
spectra by mascot
Number of unique 777 1,133 1,841 1,114 1,591 2,493 2,179 878 1,671 2,006
peptides™
Number of identified 125 186 290 186 229 302 239 96 206 153
proteins™
Total number of 9,737
unique peptides™
Total number of 1,055

identified proteins™

*Applied criteria was described in materials and methods.
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