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Blue = separation on Proto 200 C18 #145563

-0.040+

-0.0504
=l

L e e I s | — T e e L B e e e e B NN s S B By s B B S Sy B B B B
0.0 5.00 1000 15.00 20,00 25.00 30.00 332,00 40.00 45.00 50.00 55.00
50,2583 Minutes, -0.00223 AU Mines
! i
“isible Tl(r:ﬂ?n?rtfgz? Smoothing Type Smoothing Level Wial | Injection Samplefame Sample Type Date Acquired Aoy Method Set InjedluE:L\;olume Channel | Channel Description

1 v 0.000 3 1 blank Unknown 12M 872007 8:45:25 PW EST  pepmap 121807 1000 2140nm  PDA 2140nm
2 [ 0.000 | Mone Marne 2 1 | 40 pmols R4 BSA digest | Unknown 12M 872007 6:24:04 PW EST | pepmap 121307 10,00 | 214.0nm | PO 214.0 nm
3 v 0.000 | Mone Marne 3 1 | blank Unknown 121372007 3:44:56 PW EST | pepmap 121807 10,00 | 214.0nm | PO 214.0 nm
4 v 0.000 | Mone Mane 2 1 [ 40 pmolz R& BSA digest | Unknown 12M 872007 1:23:36 PM EST | pepmap 121807 1000 [ 214.0nm | PODA 214.0 nm

16h Tryptic Digest of Carbamidomethylated BSA
20 pMols on column
A = 0.1% formic acid containing 0.01% TFA

B = 0.085% formic acid in CH3CN containing 0.01% TFA

Flow 0.15 ml/min
Waters Alliance HPLC
Initial 5 min isocratic hold at 5% B then 60 min hyperbolic gradient to 65%B (Waters curve 8)




&= 40 pmols RA BSA digest in Peptide Maps 2008 on EMPOWER?2 as louise/Administrator, - Review
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1 I~ 0.000 | Mone Maone 3 1 | hlank Unknowen 12M8/2007 5:45:25 PM EST | pepmap 121307 1000 | 214.0nm | PDA 2140 nm
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More Mone 3 1 | hlank Unknowen 121952007 3:44:56 PM EST | pepmap 121307 10,00 | 214.0nm | PDA 214.0 nm
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Mone Mone 2 1 | 40 pmalz RA BES digest | Unknowwn 12192007 12336 PM EST | pepmap 121807 10,00 | 214.0nm | PDA 214.0 nm

Gradient end, column cleanup, and reequilibration



