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Component finding by fragment

searching or differential analysis




Mass measurement accuracy depends on resolution

High resolution means better mass accuracy
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How is mass resolution calculated? M
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Intensity (%)

Peptide mixture:

[Val’]-Angiotensin Il Lys-des-Arg®-Bradykinin

Sequence: DRVYVHPF KRPPGFSPF
Formula: CaoHeoN1301, C50H73N130,y
Exact mass: [M+2H]?* = 516.76671 [M+2H]?* = 516.78490
Am (mmu): 18.2 mmu
RP = 18,000 RP =56,700
L00] 516.77581 (observed) 100 516.76671 — 516.78490
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Theoretical Delta Delta RDB Composition
Mass [ppm] [mmul]

516.76805  -2.6 13 25.5 Csy Heo Oy Ny,
516.76537 2.6 1.3 16.5 Cus Hyz Oz Ny

516.76807  -2.6 1.4 7.0 Css Hyo Op Nio S,

516.76513 3.0 1.6 10.5 Cus Hg O1a Ng S,

516.76513 3.1 1.6 16.0 Cus Hys O Nig S,

516.76839  -3.3 1.7 16.0 Cus His O Nig S,

> ppm 516.76479 3.7 1.9 20.0 Cep Hy Oy Ny S,
(23) 516.76872  -3.9 -2.0 25.0 Cos Hyy Oy Ny
516.76470 3.9 2.0 17.0 Cus Hyy Oy Nyg

516.76874  -3.9 -2.0 6.5 Cuo Hg O15 Np, S,

516.76446 4.3 2.2 11.0 Cus Hio O Ny S,
516.76897  -4.4 23 12.5 Cuo Hyz Oy Nyg

. 51676907  -4.6 2.4 15.5 Cus Hyy Ops Ny Sy




