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Mobile phase: 50% acetonitrile/50% water; 25 oC tt ifMobile Phase: 0 1% TFA/Acetonitrile/Water; DJ Halo stem ApoMyoglobin 3pmol 2 051710 100517170709 #1914 1933 RT: 12 23 12 33 AV: 5 NL: 5 78E4 DJ Halo stem ApoMyoglobin 3pmol AF 1 051810 #1945 1971 RT: 12 79 12 95 AV: 11 NL: 6 88E4d th t A il t 1100 bi 1200 SL ill 1100 LC t Mobile phase: 50% acetonitrile/50% water; 25 C n ifMobile Phase: 0.1% TFA/Acetonitrile/Water; DJ_Halo_stem_ApoMyoglobin_3pmol_2_051710_100517170709 #1914-1933 RT: 12.23-12.33 AV: 5 NL: 5.78E4
F: ITMS + c ESI Full ms [300 00 2000 00]

DJ_Halo_stem_ApoMyoglobin_3pmol_AF_1_051810 #1945-1971 RT: 12.79-12.95 AV: 11 NL: 6.88E4
F: ITMS + c ESI Full ms [300 00 2000 00]used the quaternary Agilent 1100 binary 1200 SL or capillary 1100 LC systems Agilent 1100 with autosampler n Acetonitrile content adjusted to maintain k’ ~ 3; 60°C F: ITMS + c ESI Full ms [300.00-2000.00]
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