
WT   K 45ETYSSYIYK54VLK57QVHPDTGISNR 

Table 3 MS/MS spectra, in order presented in table. Fragment uncertainty for fit is 1 m/z or less. Protein Prospector/
MS-Product is used to annotate spectra. 



WT   K 45(Me2)ETYSSYIYK54VLK57QVHPDTGISNR; data consistent with K45 or K54 -Me2

u = K(Me2)



WT   K 45ETYSSYIYK54VLK57(Me2)QVHPDTGISNR 

u = K(Me2)



WT  ASK90LAAYNK96K97STISSRE



WT  ASK90LAAYNK96(Me2)K97STISSRE; data can’t distinguish K96- vs. K97-Me2

u = K(Me2)



WT  ASK90LAAYNK96K97(Me3)STISSRE;

u = K(Me3)



WT   IQTSVRLILPGELAKHAVSEGTK127AVTKYSSSTY



WT   IQTSVRLILPGELAKHAVSEGTK127(Me)AVTKYSSSTY

u = K(Me)



WT   IQTSVRLILPGELAKHAVSEGTK127(Me2)AVTKYSSSTY

u = K(Me2)



WT   GTKAVTKYSSSTK137



WT   (Pr)GTK(Pr)AVTK(Pr)YSSSTK137(Pr,Me), Pr = propyl

u = N-Pr Gly, v = K(propionyl), w = K(propionyl, methyl)



HDA   LAK119HAVSE



u = K(dimethyl)

HDA   LAK119(Me2)HAVSE



HDA   TYSSYIYK54VLK57QVHPD



HDA   TYSSYIYK54(Me2)VLK57QVHPD

u = K(dimethyl)



HDA   TYSSYIYKVLK57(Me2)QVHPD

u = K(dimethyl)



u = K(trimethyl)

HDA   TYSSYIYKVLK57(Me3)QVHPD



HDA  ASK90LAAYNK96K97STISSRE 



HDA  ASK90(Me2)LAAYNK96K97STISSRE 

u = K(dimethyl)



HDA  (Pr)ASK90(Me2)LAAYNK96(Pr)K97(Pr)STISSR(Me)E, Pr = propyl 

u = N-Pr Ala, v = K(dimethyl), 
w = K(propionyl), x = R(methyl)



HDA  (Pr)ASK90(Pr)LAAYNK96(Me2)K97(Me2)STISSR(Me)E 

u = N-Pr Ala, v = K(propionyl), 
w = K(dimethyl), x = R(methyl)



HDA   IQTSVRLILPGELAK119HAVSE



HDA   IQTSVRLILPGELAK119(Me)HAVSE

u = K(methyl)



HDA   IQTSVRLILPGELAK119(Me2)HAVSE

u = K(dimethyl)


