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table S1.� EPO/EPOR�PY-regulated�targets�as�interrogated�in�UT7epo�cells�via�PhosphoScan�LC-MS/MS�PY�proteomics

EPO/EPOR target Regulated sites Fold change LC-MS/MS peptide

STAT3 704 82.6 YCRPESQEHPEADPGAAPY*LK
GAB1 659 78.1 SSGSGSSVADERVDY*VVVDQQK
STAT3 705 49.3 YCRPESQEHPEADPGSAAPY*LK
TNKS1BP1 855 40.8 DSQGTY*SSRDAELQDQEFGKR
INPPL1 987 39.2 NSFNNPAYY*VLEGVPHQLLPPEPPSPAR
MAPK3 204 38.2 IADPEHDHTGFLTEY*VATR
C1orf186 132, 141 35.4 NDSPLDY*ENIKEITDY*VNVNPER
GAB1 317 33.2 HVSISYDIPPTPGNTY*QIPR
MAPK7 220 30.1 GLCTSPAEHQYFMTEY*VATR
SH2D2A 178 29.1 LQDLLLHYTAHPLSPY*GETLTEPLAR
SHC1 102 27.9 MAGFDGSAWDEEEEEPPDHQY*YNDFPGKEPPLGGVVDMR
GAB2 643 27.4 KPSTSSVTSDEKVDY*VQVDKEK
INPPL1 986 26.9 NSFNNPAY*YVLEGVPHQLLPPEPPSPAR
INPP5D 915 23.5 APPCSGSSITEIINPNY*M#GVGPFGPPM#PLHVK
PIK3CB 425 23.5 TINPSKY*QTIR
UBE2F 179 23.2 NKVDDY*IKR
GAB1 627 21.5 GDKQVEY*LDLDLDSGK
PIK3CA 508 19.5 EAGFSY*SHAGLSNR
MAPK1 186 19.3 VADPDHDHTGFLTEY*VATR
GAB2 614 17.4 KSTGSVDY*LALDFQPSSPSPHR
BTRC 602 17.3 TYTY*ISR
BTRC 171 16.6 MCHYQHGHINSY*LKPMLQR
VAV1 844 15.2 VGWFPANYVEEDYSEY*C
GAB1 373 14.7 TASDTDSSY*CIPTAGMSPSR
SHC1 181 14.6 ELFDDPSY*VNVQNLDK
RAB35 77 13.7 TITSTY*YR
JAK2 1008 11.4 VLPQDKEYY*K
GAB1 307, 317 10.3 HVSISY*DIPPTPGNTY*QIPR
LYN 459 10.2 TNADVMTALSQGY*R
C1orf186 141 9.4 NDSPLDYENIKEITDY*VNVNPER
GAB3 560 9.3 VDY*VQVDEQK
GAB1 406 9.3 DASSQDCY*DIPR
FMNL1 59 9.0 FNRALNCMNLPPDKVQLLSQY*DNEKK
IRS2 742 8.8 ASSPAESSPEDSGY*MR
JAK2 1007, 1008 8.6 VLPQDKEY*Y*KVKEPGESPIFWYAPESLTESK
INNPP5D 944 8.6 QTLSPDQQPTAWSY*DQPPKDSPLGPCR
AMOTL1 218 8.0 GQQQQQQQQGAVGHGY*YMAGGTSQK
PIN1 23 7.8 SSGRVY*YFNHITNASQWERPSGNSSSGGK
PTPN18 387 7.3 SAEEAPLY*SKVTPR
SGK269 635 7.0 NAIKVPIVINPNAY*DNLAIYK
BCR 177 6.8 GHGQPGADAEKPFY*VNVEFHHER
IRS2 675 6.6 SDDY*MPM#SPASVSAPK
EPB41L2 88 6.4 QKSY*TLVVAK
GAB2 476 6.4 AGDNSQSVY*IPM#SPGAHHFDSLGYPSTTLPVHR
IRS2 653 6.1 SSSSNLGADDGY*MPM#TPGAALAGSGSGSCR
LETM2 51 5.8 TCM#KNY*ESKKYSDPSQPGNTVLHPGTR
SPRY1 53 5.7 GSNEY*TEGPSVVK
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table S1.� EPO/EPOR�PY-regulated�targets�as�interrogated�in�UT7epo�cells�via�PhosphoScan�LC-MS/MS�PY�proteomics�
(Continued)
EPO/EPOR target Regulated sites Fold change LC-MS/MS peptide

ANXA2 29 5.6 AY*TNFDAERDALNIETAIK
GAB1 259 5.5 APSASVDSSLY*NLPR
PTPN11 584 5.5 VY*ENVGLMQQQK
JAK2 1007 5.5 VLPQDKEY*YKVKEPGESPIFWYAPESLTESK
MINK1 906 4.8 NLLHADSNGY*TNLPDVVQPSHSPTENSK
IRS2 823 4.7 SYKAPYTCGGDSDQY*VLM#SSPVGR
C1orf186 132 4.5 NDSPLDY*ENIK
INPPL1 1135 4.3 TLSEVDY*APAGPAR
CD2AP 548 4.3 DTCYSPKPSVY*LSTPSSASK
RAVER1 509 4.2 IPLNPY*LNLHSLLPASNLAGK
SPRY2 55 4.2 NTNEY*TEGPTVVPR
JAK2 813 4.1 DLNSLFTPDY*ELLTENDM#LPNM#R
RFFL 34 3.7 MQAYSNPGY*SSFPSPTGLEPSCK
DOK1 341 3.6 KKPLYWDLY*EHAQQQLLK
PLCG1 783 3.4 IGTAEPDYGALYEGRNPGFY*VEANPM#PTFK
MLLT4 1213 3.3 EY*FTFPASK
JAK2 221 3.3 IQDY*HILTR
SEPT2 17 3.1 QQPTQFINPETPGY*VGFANLPNQVHR
MYH10 13 3.0 TGLEDPERY*LFVDR
ATP2B4 1139 2.9 LVPSSSY*VAVAPVK
SNX9 177 2.8 SSSY*FKDSESADAGGAQR
PKP4 415 2.7 SAVSPDLHITPIY*EGR
PIK3R1 607 2.7 KLNEWLGNENTEDQY*SLVEDDEDLPHHDEK
INPP5D 865 2.7 EKLY*DFVKTER
MPRIP 266 2.6 VESGY*FSLEK
SLC12A6 156 2.6 M#ANY*TNLTQGAK
HBS1L 58 2.6 DKPSVEPVEEYDY*EDLKESSNSVSNHQLSGFDQAR
CBL 674 2.5 IKPSSSANAIY*SLAARPLPVPK
SLC7A6 50 2.5 EPGRPTPTY*HLVPNTSQSQVEEDVSSPPQR
BTRC 600 2.5 SPSRTY*TYISR
UBASH3B 19 2.5 EELY*SKVTPR

*�denotes�EPO-regulated�PY�phosphorylation�sites.�Fold�change�values�were�determined�from�intensity�measurements�as�extracted�from�ion�chromatograms.�#�denotes�
oxidized�methionine.


