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Figure 1: Peptide sequence data from actin cytoplasmic 1 (ACT B)
showing (A) a representation of the ACT B tryptic digest peptide sequence
that were identified in highlighted red, and (B) an example of the ACT B
peptide fragmentation spectra with lead ions shown as red lines. These
represent the fragmentation spectra where (b) ions represent a
fragmentation from the amine-terminus and (y) ions are a representation of
fragmentation from the carboxyl-terminus of the protein [68].
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Figure 2: Peptide sequence data from fructose bisphosphaste aldolase
1 (ALDO A) showing (A) a representation of the ALDO A tryptic digest
peptide sequence that were identified in highlighted red, and (B) an

example of the ALDO A peptide fragmentation spectra with lead ions

2000

shown as red lines. These represent the fragmentation spectra where (b)
ions represent a fragmentation from the amine-terminus and (y) ions are
a representation of fragmentation from the carboxyl-terminus of the

protein [68].
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Figure 3: Peptide sequence data from cofilin 1 (CFL 1) showing (A) a
representation of the CFL 1 tryptic digest peptide sequence that were
identified in highlighted red, and (B) an example of the CFL 1 peptide
fragmentation spectra with lead ions shown as red lines. These represent
the fragmentation spectra where (b) ions represent a fragmentation from
the amine-terminus and (y) ions are a representation of fragmentation
from the carboxyl-terminus of the protein [68].



1 MAGWNAYIDN LMADGICQDA AIVGYKDSPS VWAAVPGRTF VNITPAEVGV
51 LVGKDRSSFY VNGLTLGGQK CSVIRDSLLQ DGEFSMDLRT KSTGGAPTFN
101 VTVTEIDXTL VLIMGEEGVH GGLINKKCYE MASHLRRSQY

~
w
A
=
[
G ~
H -
a il
St
B 3
~r . P
s bl e,
L i
¥+ 1) 3\ 1 ;
I3 =Y
Oho Ve
A% o n oo
Lo IR 14
E= - s 2 =
ﬁ ay ;.' *\. S =1 (.
b4 e =L ‘? -§|l
E~] = | - i e
' d G'I ﬂ 5- 2N
Pl I . i
. ot s . i
Lo 1 . oo i
= i -31': 3" E .=" ' : a
g 3 : i it g
& : : e 2 A
i C \ o
= - 1Rt =
e i
o ;‘u . : S. -ill
| > : £
.|

200 400 600 800 1000 1200 1400 1800

Figure 4: Peptide sequence data from profilin 1 (PFN 1) showing (A) a
representation of the PFEN 1 tryptic digest peptide sequence that were
identified in highlighted red, and (B) an example of the PFN 1 peptide
fragmentation spectra with lead ions shown as red lines. These represent the
fragmentation spectra where (b) ions represent a fragmentation from the
amine-terminus and (y) ions are a representation of fragmentation from the
carboxyl-terminus of the protein [68].



