Supplemental table 1. Preeclampsia-like symptoms of systolic blood pressure (SBP), proteinuria, fetal and placental weight in each group.

CTRL L LA A
SBP 95.50+5.47 117.75+7.23" 99.25+5.15%  93.75+5.42
Albumin
70.72416.35 128.28+39.42" 99.06+23.95% 78.50+17.07
[creatinine

Fetal weight 1.37+0.19 1.18+0.17" 1.28+0.19% 1.38+0.16

Placental
0.11+0.02 0.09+0.02" 0.10+0.02* 0.09+0.02
weight

All parameters were measured at E18.5. *, P<0.05, L vs. CTRL; #, P<0.05, LA vs. L. Data are expressed as the mean % standard deviation. CTRL,
the control group; L, LPS-treated group; LA, LPS+aspirin co-treatment group; A, aspirin-treated group; SBP, (systolic blood pressure).



Supplemental table 2. Quantitation of phosphorylation site changes involved in apoptotic pathway in PPl network.

. . phosphoRS
Protein G hosphoRS Sit lonS lonS lonS
Sequence |PSMs [ o om BOUP Hyodifications [P ooPlONS S i omial Peptide [ on oo e | ONSCOre ONSCOr® i 1pa] [cTRUREF  |UREF  |LA/REF  |AREF
Accessions Probabilities A2 B2 Cc2
Score
ASPAPGG N-
R 5 AOAO87WRO0 |Term(iTRAQ4plex); [S(2): 100.0 152.1574615  [16.95 18.59 20.67 936.4426  [1.1707 0.8581 [0.8957 |0.9918
S2(Phospho)
N_
T(2): 0.0; T(5): 0.2;
ETWDTAE Term(iTRAQ4plex); S((1)0)' 99 8'(1')(12)'
EDSGTDS |32 |AOAILISV73  [S10(Phospho):  [go o' 1ot (2012710884 [33.1 48.37 57.45 2799.0362 |[1.0745 1.1618 [0.7397 |1.2659
EYDESGK T12(F’hospho); Y(16): 0.0 S(19): 0.0
K21(iTRAQ4plex)
N_
LVDSDGSL 59 IpayTRO Term(ITRAQ4pIeX)i | . o 0: s(7): 100.0(453.9650794  |6547  |64.04  |6832  [1697.8602 [0.7701 10263 |1.2550 |0.8277
AEVPK S7(Phospho);
K13(ITRAQ4plex)
N-
LVDSDGSL Term(ITRAQ4plex): | 4). 100.0; s(7):
AEVPK |26 |p3YTPO S4(Phospho); 1000 480.4813881  |55.34 52.18 54.85 1777.8278 |0.7885 11446 [1.1231 [0.8022
S7(Phospho); ’
K13(ITRAQ4plex)
N-
RLVDSDG 1, o paytro ;:rr;r(\iTRAhQ‘-‘pleX); SO} 100.0:56) 1576 2780547 |49.38 60.3 49.25 1933.9283  |0.8404 0.9926 [1.1434 |0.8732
SLAEVPK (Phospho) 11000 : : : : : : : : :
S8(Phospho);
K14(ITRAQ4plex)
N-
IACEEEFS lirrg(inRAgd“pleX)fi S(8): 100.0; S(10):
DSDEEGE [25 |D3Yvis (Carbamidometh|S(8): 100.0; S10): 1544 (39343 43.28 28.75 20.76 2592.0088 [0.8324 1.0387 |1.0335 |0.8937
yl); S8(Phospho); [100.0
GGRK
S10(Phospho);
K19(TRAQ4plex)
GQPSPLA N-
avaa 13 |D3z1z4 Term(iTRAQ4plex);|S(4): 100.0 258.6666284  |45.19 53.25 43.23 1376.6719  [1.2620 0.8129 [0.8824 |0.9274
S4(Phospho)
N-
IGEGTYGVI,,  |p3zzTe IZFS:TRA;Q%MGX); T} 1000:YO: ans 0440051 [55.33 48.97 51.73 1633.7547  |0.7896 11240 |[1.0768 [0.8263
VYK (Phospho); 100.0; Y(10): 0.0 : : : : : : ' : :
Y6(Phospho);
K11(iTRAQ4plex)




phosphoRS

Protein G hosphoRS Sit lonS lonS lonS
Sequence |PSMs [ o om BOUP Hyodifications [P ooPlONS S i omial Peptide [ on oo e | ONSCOre ONSCOr® i 1pa] [cTRUREF  |UREF  |LA/REF  |AREF
Accessions Probabilities A2 B2 Cc2
Score
N-
IGEGTYGV | D372T9 Term(iTRAQaplex):| T(S): 30.0:Y(6): 5001467 0540347  [8.38 32.28 27.61 1553.7876  [1.0210 0.8716 [0.9927 |0.9301
VYK T5(Phospho); Y(10): 0.0
K11(iTRAQ4plex)
N-
VSPVPSPS E9PUI4 Term(ITRAQ4plex);|S(2): 100.0: SO): 1576 4800658 [19.3 228 29.72 15256983  |1.4680 0.8734 |0.7661 |0.8881
QPAR S2(Phospho); 98.5; 5(8): 1.5
S6(Phospho)
DTAATFQS N- ;‘? (1)2 g(?z 00;
VDGSPQA |0 |HasKm2 Term(TRAQHplex): | “ oo 4187364117  |98.88 84.19 94.38 2049.3640 [0.9340 0.9025 [1.0996 [1.0617
EQSPLEST S12(Phospho); 28:;’ _Sé;)'TOZ'C;’_OO_ ’ ' ' ' ' ' ' ' '
SK K25(TRAQaplex) [2(22) 0-0: T(23):0.0;
S(24): 0.0
N- S(3): 0.0; S(4): 0.0;
LCSSSSSDfoy  |h3km2 Term(TRAQ4plex);|S(5):33.3; S6): 151 7347483 3468  |24.64 30.49 1507.6213  [0.9521 0.8122 |1.1492 |0.8807
TSPR C2(Carbamidometh|33.3; S(7): 33.3; T(9):
yl); S7(Phospho) |0.0; S(10): 0.0
DYEEVGV N- Y21 0.0: 50
DSVEGEG |14  [P05213 Term(TRAQaplex)i|, '\ Co o [206.6220678  (74.55 56.51 57.84 2572.9668 |1.3049 12021 [0.8279 |0.9830
EEEGEEY S9(Phospho) o o
TIGGGDDS $ A [T 0.0 SE): 1000
FNTFFSET [13  |P05213:P68373| ™l PIEX) 11 11): 0.0 5(14): 0.04246.0016619  [34.55 32.31 40.68 2376.0670 [0.9471 0.8506 [1.0791 |0.9842
S8(Phospho);
GAGK _ T(16): 0.0
K20(iTRAQ4plex)
;ti%ifg; $ iTRAQ4p! [5®)-0.0: S(16):
10 |Po5784 erm(i PIeX):l 49 5. 5(17): 49.5.  |224.7907442  |6.6 7.51 56.92 3124.4264 |1.2336 16828 |1.6504 [1.2451
SNSMQTV S17(Phospho);
: S(19): 1.0; T(22): 0.0
QK K25(ITRAQ4plex)
N-
E\é,\EAESEéSDiD ;‘Z";:TRAhQ‘_‘p'eX); S(6): 100.0; S(12):
70 |P0940s (Phospho); 58,S(18):97.1;  |330.7818374  |83.16 66.29 76.3 3841.4088 |1.4374 15595 [0.9266 |1.0538
DDSSGEE S18(Phospho); S(19): 97.1
EVVIPQK S19(Phospho); T

K29(TRAQ4plex)




phosphoRS

Protein G hosphoRS Sit lonS lonS lonS
Sequence |PSMs [ o om BOUP Hyodifications [P ooPlONS S i omial Peptide [ on oo e | ONSCOre ONSCOr® i 1pa] [cTRUREF  |UREF  |LA/REF  |AREF
Accessions Probabilities A2 B2 Cc2
Score
N-
EVEEDSED Term(iTRAQ4plex);
EEMSEDE S6(Phospho); S(6): 100.0; S(12):
opSSGEE |41 [P0%40s M11(Oxidation);  [98.9; S(18): 50.6; |310.8705636  |69.8 7372 |49.16 3857.4199 |1.7213 17831 11794 [0.7435
EVVIPQK S12(Phospho); S(19): 50.6
S18(Phospho);
K29(TRAQ4plex)
E\E/I\E/IESIEEIIEED $ iTRAQ4pl [S(6) 0.0: S(12): 0.9
17 |P09405 erm(i PIeX) 1S 18y 495, 5(19):  [213.4372153  [38.01 4554 47.89 3681.4944 |1.3992 1.4882 |1.0823 [0.9227
DDSSGEE S18(Phospho); 495
EVVIPQK K29(iTRAQ4plex) )
N-
IEDVGSDE 1,55 |p11499 Term(iTRAQ4plex); |S(6): 100.0: S12): 1457 5441553 [110.99  [109.9 11028  |1862.7797 [0.9851 11221 |0.9195 |0.8551
EDDSGK S6(Phospho); 0.0
K14(TRAQ4plex)
N_
IEDVGSDE Term(iTRAQ4plex); S(6): 100.0; S(12):
EDDSGKD [422  |P11499 se(Phosphoy, |0 ) [538.3861467  [86.85 89.21 88.2 2250.0037 |0.7157 11257 |1.0287 [0.8924
K K14(iTRAQ4plex); |
K16(TRAQ4plex)
N_
IEDVGSDE Terr;(]iTRAhQé.lplex); L s
EDDSGKD [292  |P11499 S6(Phospho); - (S(6): 100.0:S(12): 1359 69ga741  |a6.57 3806 3777  |2522.1934 [0.6316 11128 11473 [0.9198
KK K14(iTRAQ4plex); 0.0
K16(TRAQ4plex);
K17(iTRAQ4plex)
TSVQTEDD N- T(1): 1.3; S(2): 98.7;
Term(iTRAQ4plex);
QLIAGQSA [50  [P26231 Satmoeno) T(5): 100.0; S(15): |413.2292838  |104.07  [88.22 91.67 21229198 [1.1540 11286 [0.9120 [0.9770
ospho);
R 0.0
T5(Phospho)
SRTSVQTE N- S(1): 33.3; T(3): 33.3]
DDQLIAGQ43  |P26231 Term(TRAQ4plex);|S(4): 33.3: T(7): 0.0; |[299.4105712  [61.52 60.1 4717 2286.0879  |1.0349 09155 |1.1683 |1.0186
SAR S1(Phospho) S(17): 0.0




phosphoRS

Protein G hosphoRS Sit lonS lonS lonS
Sequence |PSMs [ oo BIOUP Hyodifications [P ooPlONS S i omial Peptide [ on oo e |ONSCOre ONSCOr® i 1pa]  [cTRUREF  |UREF  |LA/REF  |AREF
Accessions Probabilities A2 B2 Cc2
Score
K1(TRAQ4plex);
KVMDSDE N- ] S(5): 100.0; Y(12):
ooy |19 [Poest2 Term(TRAQ4plex); | 364.9596871  [36.37 39.31 31.43 1786.7001  |0.7853 1.0685 [0.9834 [0.9931
M3(Oxidation); ’
S5(Phospho)
N-
ASTSKSES ;:r:(;{TARﬁQTPIéX); S(2):0.0:T(3): 0.0;
oK 31 |P62754 86('Ph th?")' S(@4): 2.1, S(6): 97.8; |247.2383084  |28.77 21.77 30.65 1731.7928  |0.6436 1.0753 [1.0329 |1.0091
(Phospho); S(8): 0.0; S(9): 100.0
S9(Phospho);
K11(TRAQ4plex)
N-
LSSLRAST Term(iTRAQ4plex); |S(2): 0.0; S(3):
oK 26 |P62754 S3(Phospho),  [100.0; S(7): 100.0; |303.139586 22 21.27 20.45 1497.7342 |0.8368 1.0504 [0.9799 [0.9151
S7(Phospho); T(8): 0.0; S(9): 0.0
K10(iTRAQ4plex)
N-
1): 0.0; 1 97.8;
SASSDTSE Term(iTRAQ4plex); 34;22 j((Z)) 20 g
ELNSQDSP|35  |P70441 SiPhospho), |t oy [275.7832941 6462 28.36 60.22 22299073 [0.8378 1.1440 [0.9919 |0.9370
K Té(Phospho); 0.0; S(15): 0.0
K17(iTRAQ4plex)
N_
S(1): 0.0; S(3):
SASSDTSE Term(iTRAQ4plex); 1(20)0_ 5(4)_( 0)0_ T(6)
ELNSQDSP|19  |P70441 SiPhospho) | o'ci 0o saay [¢141226565  [56.09 51.32 52.08 2386.0069 |0.7145 1.0256 |1.0129 |1.0646
KR ST5(Phospho): 4 o 5(15): 100.0
K17(iTRAQ4plex)
ETQDSGS n
GNDDGGF |7 |qaTDW2 Term(iTRAQaplex): |2 00 SON 1T |43 a3gae58  [7652  [61.1 3096 [2625.0170 |1.4796 11841 [1.1932  [1.0109
SEEWEAQ S(7): 98.3; S(15): 0.0
R S7(Phospho)
ETQDSGS N-
GNDDGGF 45 |qaTDwe Term(TRAQaplex):| T(2): 5.7: S(): 974 |46 48050975  |28.47 38.52 2704.9793  |1.0315 11739 072906 [0.7574
SEEWEAQ S5(Phospho); S(7): 97.1; S(15): 0.0
R S7(Phospho)
LIVENLSS N-
R 13 |Q3Twws Term(iTRAQ4plex);|S(7): 50.0; S(8): 50.0[155.2703251  [24.08 24.24 22.16 1254.6592  |1.0110 0.8217 |1.0679 |0.9349

S7(Phospho)




phosphoRS

Protein G hosphoRS Sit lonS lonS lonS
Sequence |PSMs [ oo BIOUP Hyodifications [P ooPlONS S i omial Peptide [ on oo e |ONSCOre ONSCOr® i 1pa]  [cTRUREF  |UREF  |LA/REF  |AREF
Accessions Probabilities A2 B2 Cc2
Score
VQGEAVS N- S(7): 0.0; T(13): 0.0;
NIQENTQT .
Term(iTRAQ4plex); | T(15): 0.0; T(17): 1.3;
PTVQEESE|454 [Q3UKes : o 4925090996 [107.86  [120.36 |115.3 4228.9442 [1.0314 1.3253 |1.2408 |1.2216
EEEVDETG S22(Phospho);  |S(22): 98.7; T(30):
K35(iTRAQ4pl .
VEVK 35(i Q4plex) |0.0
N-
IACDEEFS Term(iTRAQ4plex); S(8): 100.0; S(10):
DSEDEGE |17  [Q3URA2 C3(Carbamidometh| " ' T 1263.8507961  [39.06 26.04 20.9 2461.8979 [1.0120 0.8408 [1.0238 |0.9857
GGRR yl); S8(Phospho); '
S10(Phospho)
IACDEEFS $ .
DSEDEGE |2 Q3URA2 erm(TRAQAPIeX):| o o). 07 5. s(10): 2.5[101.2237634  [1.41 7.44 2381.9377 [0.8846 0.7839 [1.1099 |1.0457
C3(Carbamidometh
GGRR
yl); S8(Phospho)
EPSGQPE v _18(()3):90;18(?)(;.
DSPEAETS[22  |Q3vaarz Term(ITRAQAplex);|100.0; T(14): 00: 1544 5398063 [21.48 2366  |48.84 2861.2789 |1.3763 11204 |1.1592 |1.3126
S9(Phospho); S(15): 0.0; T(16): 0.0;
TLDVFTEK
K23(ITRAQ4plex) |T(21): 0.0
N-
ANSLDNER|8 Q3v3Q7 Term(iTRAQ4plex); |S(3): 100.0 228.0292745  |19.82 25.8 24.48 1142.4955 [1.1019 0.8847 [0.9295 |1.0465
S3(Phospho)
N- S(1): 50.0; T(4): 50.0;
SRLTPTTP Term(iTRAQ4plex); | T(6): 100.0; T(7): 0.0;
ESSSTGTE|45  [Q64337 T4(Phospho); S(10): 0.0; S(11):  |304.0963615  [58.12 51.75 56.25 2342.0394 [0.7658 1.1697 |1.0686 [0.8210
DK T6(Phospho); 0.0; S(12): 0.0; T(13);
K18(iTRAQ4plex) [0.0; T(15): 0.0
EVDPSTGE N- S(5): 0.0; T(6): 0.0;
LQSLQMP Term(iTRAQ4plex);|S(11): 0.0; S(17):
ESEGPSSL|21  |Qs4337 M14(Oxidation);  0.0; S(21): 0.0; 490.1682691  [39.55 89.29 36.82 3910.8014 |1.4089 1.4014 |0.8676 [1.2527
DPSQEGP $22(Phospho); S(22): 100.0; S(26):
TGLK K34(iTRAQ4plex) [0.0; T(31): 0.0
SGYHDDS |, | aepHUS $ TRAQaplex); | L) 00 YB100: fags 105357 |57.86 38.75 38.81 1718.6570 |1.1938 0.8803 [0.8757 [1.0395
DEDLLE erm(i PIEX)i S (7): 100.0 : : : : : : : : :

S7(Phospho)




phosphoRS

Protein G hosphoRS Sit lonS lonS lonS
Sequence |PSMs [ o om BOUP Hyodifications [P ooPlONS S i omial Peptide [ on oo e | ONSCOre ONSCOr® i 1pa] [cTRUREF  |UREF  |LA/REF  |AREF
Accessions Probabilities A2 B2 Cc2
Score
N- S(1): 0.0; S(3):
SLSPLSGT o6 |asoTus Term(iTRAQ4plex);|100.0; S(6): 0.0: T®)554 8395801  68.75 68.65 47.72 1574.7920  [0.9051 0.8528 [1.0505 [1.1001
TDTK S3(Phospho); 0.0; T(9): 0.0; T(11):
K12(iTRAQ4plex) [0.0
TAQVPSPP N-
5 43 |QsoTus Term(iTRAQ4plex); [T(1): 0.0; S(6): 100.0|230.4992260  [30.38 29.01 36.72 1176.5876  [1.0309 0.8550 [1.0519 |0.8758
S6(Phospho)
K1(TRAQ4plex);
KQTPPASP $ Ao | T 100:0: S
SPAPIEDR |0 | haaNAS T:”;: h % 1000: 519390 291.1617471  [16.63 21.83 15.79 3919.8475 [0.9017 1.0753 |0.8585 |0.9801
PPSSPIYE S7(Ph°Sph°)’_ S(19): 0.1; S(20): : : : : . : : : :
DAAPFK (Phospho); 0.0; Y(23): 0.0
S19(Phospho);
K30(TRAQ4plex)
N_
GRESDED ;i”;:TRAhQ‘_“"eX); S(4): 100.0; T(8):
TEDASETD[10  |Q8BR65 (Phospho); 100.0; S(12): 97.6; |322.8026394  [31.03 23.89 44.91 2495.9348 [1.3589 1.0912 |1.0765 [1.1072
T8(Phospho);
LAK T(14): 2.4
S12(Phospho);
K18(TRAQ4plex)
N_
GDMSAVN S(4): 0.0; S(10):
DESE Qsccls Term(TRAQ4plex); 180)0 (0 |474 0876212 |42.24 38.37 13955271 [1.1324 0.8787 [0.9015 |0.9504
$10(Phospho) '
N-
KDGFPSG |7 Q8CIN4 (Phospho); A TO: 125140446 456343 |16.46 8.66 2959.4257 |0.9737 14336 |1.6505 [#DIv/O!
K9(iTRAQ4plex); [50.0; T(16): 50.0;
TPALNTK
T16(Phospho); T(21): 0.0
K22(TRAQ4plex)
R O
TPTSPTEG|57  [Q8R1Q8 erm(ITRAQ4plex); | T(8): 0.1: TO): 2.2 1005 0573763  [36.42 32,63 36.06  |2212.0652 [1.1783 0.9848 [0.8049 |1.0269
EAS K1(TRAQdplex);  |T(11): 0.1; S(12): 0.0;
S6(Phospho) T(14): 0.0; S(19): 0.0
DFQEYVEP N- Y5y 00: S(15)
GEDFPASPlo  [asr1as Term(TRAQaplex; |, 7 " |267.6293461 30,37 29.85 28.69 24911015  |0.9835 0.7895 |1.0442 |0.8194
QRR $15(Phospho) '




phosphoRS

Sequence [PsMs |OteIN CTOUP 1, ifications  |PTOSPIORS Site 1, mial Peptide |\01S00"  [lonScoreflonScore | o [cTRUREF  |UREF  |LAREF |AREF
Accessions Probabilities A2 B2 Cc2
Score

KI(TRAQ4pIeX): g4 4.8; S(6): 95.4;
KPASVSPT N- ] T(8): 99.7; T(9): 1.6;
TPTSPTEG|7 Q8R1Q8 Term(TRAQAplex):| 11\ 308 5(12):  |63.0771435 9.64 14.74 2371.9995 |0.9438 12064 [0.8222 [0.8169
EAS T8(Phospho); 32.8; T(14): 32.8;

T9(Phospho); S(19): 0.0

T11(Phospho)
SVASNQS N- S(1): 97.5; S(4): 1.3;
EMEYSSL |12 |Q8vDP4 Term(TRAQAPIeX):| o 7). 4 3. v(11): 0.0; [261.3475535  [27.34 34.18 24991062 |0.9134 11465 |0.8535 |0.9661
QDMPK S7(Phospho); o 151 0.0; 5(13): 0.0

K19(iTRAQ4plex)

N-Term(Acetyl);
MEDSMDM M5(Oxidation);
DMSPLRP 45 |agpAye S10(Phospho).  (S(4): 0.0: SU0): 1354 7747034 |38.03 56.7 3189.3281 |1.6849 13889 |1.6021 |1.6362
QNYLFGC C21(Carbamidomet|100.0; Y(17): 0.0
ELK hyl);

K24(TRAQ4plex)

N-Term(Acetyl);
MEDSMDM M1(Oxidation);
DMSPLRP S4(Phospho); S(4): 100.0: S(10):
QNvLEGe |40 |aspave Ms(Osidation); [ "o 117.5003217  |15.36 6.72 3205.3220 |2.0139 24357 |1.6943
ELK C21(Carbamidomet

hyl);

K24(TRAQ4plex)
HIVSNDSS N-
DSDDEAQ |20 |Q9DBX5 Term(TRAQaplex);S(4): 0.0:S(7): 0.0: 130, s405006  |68.62 2155 45.14 2268.9904 |0.8075 0.8162 |1.2406 |0.9684
GPK S10(Phospho);  |S(8): 1.3 S(10): 98.7

K18(TRAQ4plex)

N_
CSVSLSNVI; | qopBxs Term(ITRAQAplex);|S(2): 0.1: S(4): 999 1444 9149909 [12.65 9.64 1445.6574  |1.0493 0.8431 |1.0388 [0.9323
EAR C1(Carbamidometh|S(6): 0.1

yl); S4(Phospho)
EVDQDDE N-
ENSEEDE 1,5 |qgui11 Term(ITRAQAplex);| S(10): 100.0: SU7): 1448 4034381 |97.48  |96.36 77.83  |2799.0223 [1.0439 11152 0.8015 [0.9595
MDSGTMV S10(Phospho),  [0.0; T(19): 0.0
R M20(Oxidation)




phosphoRS

Sequence [PsMs |OteIN CTOUP 1, ifications  |PTOSPIORS Site 1, mial Peptide |\01S00"  [lonScoreflonScore | o [cTRUREF  |UREF  |LAREF |AREF
Accessions Probabilities A2 B2 Cc2
Score
GSGGSPG N- S(2): 0.0; S(5):
PEPPGRP [10  |QoR1Y5 Term(TRAQ4plex);|100.0; S(17): 0.0:  [198.0473986  [8.61 5.81 15.98 23641133 |1.2532 0.8231 [0.9173 |0.9554
DGSSLLYR S5(Phospho) S(18): 0.0; Y(21): 0.0
N_
GEPNVSY! Term(ITRAQAplex)i g g 4 5. v(7): 98.8:
CoR 203 |Qawveo YiPhosphol; |0 310.6463526  |45.42 44.98 525 1505.6586  |1.1934 0.8469 [0.9078 |1.0005
C9(Carbamidometh
yl)
N_
GEPNVSYH 5 |aewveo \Tfj;r;rilziAhS;pleX)’ SORS00: YN 1544 9056184 |29.85 17.9 33.88 1585.6268  [1.1052 0.8234 [0.9291 |1.0788
CSR ) 150.0: 5(10): 100.0 : : : : : : : : :
C9(Carbamidometh
yl); S10(Phospho)
TVSTQHST T(1): 0.0; S(3): 0.0;
ESQDNDQ N- T(4): 0.0; S(7): 0.0;
PDYDSVAS[26  |aouL@2 Term(iTRAQ4plex); \T(((?)B)OSOSS(ZL)OO 650.8430857  [115.66  [93.91 10055  [37955423 [0.7724 11181 11751 [0.9290
DEDTDVET S23(Phospho) e ’
R 0.0; S(23): 100.0;
T(27): 0.0; T(31): 0.0
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AGLEDSEE N-
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AEDKDH S6(Phospho);

K20(ITRAQ4plex)




Original western blotting membranes of Figure 5
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Original western blotting membranes of Figure 7
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