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Figure 2

PfPKG-Dependent Phosphorylation In Schizonts

INVASION/EGRESS RELATED PROTEINS

PLASMODB DESIGNATION siTe
PF3D7_11490 tigen 332, @ protein (P1332) 52346
PF3D7_0414900  Amadilo-domain containing thoplry protein (ARO) 533,536
PF3D7_1251200 Coronin 5570, 571
PF3D7_0623100 Coronin binding protein, putatve. 120
PF3D7_1434500 Dynein-related AAA.type.

PF3D7_0515700 Giideosome associated protein 40 (GAPA0) 1433, 5436, 5445, 5446
PF3D7_1222700 Glideosome-associated protein 45 (GAP45) 5149, 5158
PF3D7_0316700 HVA22/TB2IDP1 family protein 528
PF3D7_0525800 Membrane skeletal protein IMC1-related 274, 5277
PF3D7_1342600 Nyosin A (PIMyoA) s19
PF3D7_0613000 Myosin €, putative (PAlAyoE) 1084, 51088
PF3D7_1021800 Schizont egress aniigen-1 (PISEA-1) s280

TRANSPORTERS SIGNALLING PROTEINS

iATION DESIGNATION se
PF3D7_0106300 Calcium-transporting ATPase (ATPG) PF3D7_1321500.2 3'5'cyclic nucleotide phosphodiesterase, putative (PDEB) 5156
PF3D7_0504000 Cation transporting P-ATPase (ATPase3) PF3D7_0802600 Adenylyl cyclase beta (ACP] 51572
PFID7 13042001 Cori-ike Mg2 transportr protin, putatve PFID7 0217500 Calcium-dependent proten Kinase 1 (COPKI) 564
PFID7_1347200 Nucoside transporter 1 PFIDT_ 1138400 Guanylyl cyclase (GCalpha) 5674, 34203
PFID7 0624400 Nuceoside transporer 2 (NT2) PFID7_070070X Lysophospholpase, putaive st
PFID7_0614300 PFIDT_0516400 Phosducinke proten,putaive (PLP3) 5306,8309, 5310

Orga sporter 1
PF3D7_1340300  Sodium-dependent phosphate transporter (PIT)

PRIDT_ 0312500 Transporter. putaive
PFIDT_1129900 Transporter, putatve
PROTEOLYSIS TRANSCRIPTIONAL REGULATION
LAsMODS NATION site DESIGNATIO! se
PF3D7_0506900 Rnomboid protease ROM# (ROMA) 592594/5158 5160 PF3D7_1006800 RNA binding proein, putative s
PFID7 0807700 Suburit o poteaseome actvalor complex, pulatve a2 PFID7_1002400.1 RNA binding protein, putatve <238
PFID7_022100 Uiquitn-ike prtein, puative st PFID7_0730300  Transcription fectorwit AP2 domain(s) (AP2-L) 048
PFIDT_1142500 605 nibosomal proein L28. putative so8
PFIDTI300300  Poyadenyiate bindng protein, puative 195
OTHER EXPORT PROTEINS
DESIGNATIO! site PLASMODB DESIGNATION sie
PFADT_1027300  Perodredosin (1Pr) 327, 329,330 PFID7_0424800  Plasmodium exported proten (PHISTE), unknown functon 124
PFID7 0624000 Hexokinase (HK) e Fra 0730000 oten e
Key
CHROMATIN REGULATION
7~ PLASMODB DESIGNATION sme
§ PFID7_1105100 Histone H28 (H28) [
)¢ Merozoite PF3D7_0610400 Histone H3 (H3) 529,533
PFIDT 0617900 Histone H variant, putaive (H3.3) 520,533, 04
) PRIDT_0711500 Ragulaor of hromosome condensalion, putatve 5600, 5603, 5676
0 Micronemes PFID7 0624600 SN2 helcase, putate (ISW)
PFIDT 1212900 Bromodomain profein, putaive w406
PFID7_0611400  SWISNF reated matrixassoialed actin dependent egulator of hromatin s104
Rhoptry
\ Endoplasmic Reticulum
UNCHARACTERISED PROTEINS
DESIGNATION siTE
PFID7 1308000 Conserved Plasmdium membrane profein, unknown funciion 76
; PF3D7_0616000 5418, 1021, 5444, U447, 450, 476, 5479
@ Mitrochondria *PFIDT_0704300 et
PRDT_1021700 s5258
PFID7_1472300 s528
" Parasitophorous Vacuolar Membrane RisteBoieat o B 00
PFID7 1437500 Conserved Plasmadium membrane profein, unknown funciion 20
*PFIDT_1126700 ‘Conserved Prasmodium protin, unknown funclon <602
\ Red Blood Cell Membrane PF3D7_0522400 Conserved Plasmodium protein, unknown function 53144, 53148
PRaDT 1346400 Conserved Piasmodiam protein, unknown uncton 5691, 5604
PFID7_0611600 Gonserved Plasmodium protein, unkrown functon 5339
*PFIDT 0617200 Conserved Plasmodium prot own functon 31
307 0308300 Gonserved Plasmodiam protein, unknown funcion s102
PFID7_0210900 Gonserved Plasmodiam protein,unknown uncion s
*PFIDT_1327200 Conserved Plasmodiam proten,unknown functor 5316
PRIDT 1142100 Conserved Piasmodiam protein,unknown uncton
PEID7_1140400 Gonserved Plasmodium protin,unknown functon %0
*PFIDT_1133200 Conserved Plasmodium protein,unknown functon s71e
PFID7_ 1105300 Consenved Plasmodium protin, unknown function 23,5726, 727
PFID7_ 1020400 Gonserved Plasmodiam protain, unknown funcion 562, 1
PFID71008100 Conserved Plasmodium protin,unknown funclon siris
PRaDT_0407800 Gonserved Plasmodium protin,unknown functon 1645, 81507, 51764
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Figure 4
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Figure 5
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Figure 6
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Figure 7
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Figure 8
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Figure 9
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Figure 10
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