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PAGE Polyacrylamid-Gelelektrophorese
PamsCys-  S[2,3-Bis(pa mitoyloxy)-(2RS)-propyl]-aN-pa mitoyl-(R)-cysteinyl-

PSD Metastabiler Zerfall (bei MALDI-MS; post source decomposition / decay)
PVDF Poly(vinyldifluorid)

RT Raumtemperatur (~24°C)

SA Sinapinsaure (sinapinic acid) = 3-(4-Hydroxy-3,5-dimethoxy-phenyl)-acrylsaure
SDS Natriumdodecylsulfat (sodium dodecyl sulfate)

TCEP Tris-(carboxyethyl)-phosphin

TEMED N,N,N‘,N‘-T etramethylethylendiamin

TFA Trifluoressigsaure (trifluor acetic acid)

TOF Flugzeit (time of flight)

Tricin N-[2-Hydroxy-1,1-bis(hydroxymethyl)-ethyl]-glycin

Tris Tris(hydroxymethyl)-aminomethan

z Ladungszahl

Aminosauren

A Ala Alanin K Lys Lysin

R Arg Arginin M  Met Methionin

N Asn Asparagin F  Phe Phenylalanin
D Asp Asparaginsiure P Pro Prolin

C Cys Cystein pE pGlu Pyroglutamin
Q GIn Glutamin S Sa Serin

E Glu Glutaminsdure T Thr Threonin

G Gly Glycin W Trp Tryptophan
H His Histidin Y  Tyr Tyrosin

I lle Isoleucin vV Vva vain

Leu Leucin
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