Fig. S1

MS® CID fragmentation pattern of the EqYLKs/ySRys peptide containing the newly
identified phosphorylation site; the “/ indicates that, based upon the MS* CID fragmentation
spectra displayed here and in Figure 2B, it cannot be determined if the single phosphorylation is
located on Serl13 or Tyrl4. The peptide sequence with its theoretical “b” and “y” ions are
located above the spectra, with the ions that were used for identification denoted with colored
highlights in the sequence and corresponding labels in the spectrum. Though it is ambiguous
from the two fragmentation spectra whether the phosphorylation site is at Ser13 or Tyr14, the ion
fragment masses listed above the spectra are for the phosphorylation to be at Tyr14 for the sake

of simplicity in the display.
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Fig. S2

MS? CID fragmentation pattern of the shorter synthetic peptide mimicking 212-228 amino acid
region of P protein with phosphorylation at Ser226 residue. Corresponding ions were denoted as

mentioned in the Fig. S1.
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Fig. S3

MS? CID fragmentation pattern of the longer synthetic peptide mimicking 212-239 amino acid
region of P protein with phosphorylation at Ser226 residue. Corresponding ions were denoted as

mentioned in the Fig. S1.

1 2 3 4 5 6 7 8 9 10 KK 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28
b1 - 159.1 2722 4002 497.27 6104 7114 8245 911.5 1024.6 1139.6 1268.7 1381.8 1528.8 1695.8 1782.9 1939.0 1996.0 2125.0 2272.1 2385.2 2472.2 2571.3 2628.3 2685.3 2799.4 2856.4 -
b*t2 - - - - - - - - - - - -~ 970.0 998.5 1063.0 1136.5 1193.1 1236.6 1286.1 1314.7 1343.2 1400.2 1428.7 ---

ASLQPLTISLDELFsSRGEFISVGGNGR
+1 - 2959.52872.4 2759.3 2631.3 2534.2 2421.1 2320.1 2207.0 2120.0 2006.9 1891.9 1762.8 1649.7 1502.7 1335.7 1248.6 1092.5 1035.5 906.5 759.4 646.3 559.3 460.2 403.2 346.2 232.1 175.1
+2 --—- 1480.2 1436.7 1380.2 1316.1 1267.6 1211.1 1160.6 1104.0 1060.5 1004.0 946.4 881.9 8254 751.8 668.3 624.8 546.8 518.3 453.7 380.2 323.7 280.2 230.6 202.1 1736 116.6 88.1

28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 " 10 9 8 7 6 5 4 3 2 1

r bl 1 r x93
+2
100 vou 1011.44 (MH+3) MS2
90
80
70
60
50
40
30 (MH-H3PO4-H 03 ¥23™2
0] -HaPO )2 2
[SHEE by (15HgPOH"3 1 V187300 -
c 4 15H3PO4 V13 + (o)
© 10 l Y5 \% +2 .8 7 b i b80 y Vaslfia )y *2
he) 2 +2 *21 7 ly 8 26\ 43 (bye-HaPO
c PN 2 G COEtad ¢ N T e A Lill f° varBie ©1stePO0 | b i
>3
<
o 758.83 (MH*4) MS2
=
=
x
9]
o
H,0)*3 2
(y15-Ho0) 20 V222 yps™2 vps™2
: R R R R R SRR R R R R R R
200 300 400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900 2000
m/z




