Table S2: Phosphorylation changes following 15 minute of arginine deprivation in L. donovani promastigotes

Accession Description Phosphorylated tryptic peptide Repeat 1 | Repeat 2
number Log. fold from non-starved
LinJ.27.1700 | protein kinase-like protein GpSPDVDDKFVDVGDATK 6.67 1.68
LinJ.24.0160 | hypothetical protein, conserved GGEEEGTNFIVDpSDDEDEAVAAIR 6.6 19
LinJ.15.0810 | protein kinase, putative APPVSYNEPGHEQLDpSR 6.55 1.73
LinJ.13.1330 | hypothetical protein, conserved LSYSAATAEpSPSK 5.48 1.55
LinJ.35.2530 | hypothetical protein, conserved AGpSpSIADTPARPWPEDAGLSLK 5.05 2.06
LinJ.35.4450 | hypothetical protein, conserved APIADpSDSpDDDEPVR 4.64 3.31
LinJ.08.0630 | hypothetical protein, conserved ASSPpTEGSPVAAGTIPAVAAK 4.28 2.67
LinJ.30.0520 | hypothetical protein, conserved FApSPDKLETVTPTK 4.25 0.95
LinJ.22.1070 | hypothetical protein, conserved pSLDGAAGDAEECADAASASTGFPR 3.34 1.36
LinJ.09.0840 | hypothetical protein, conserved PSPLATPTAVFSPSNSK 2.76 6.74
LinJ.34.3220 | DNA topoisomerase IB, large VVpSDDDDVPLAALR 2.08 1.62
subunit
LinJ.27.1100 | hypothetical protein, conserved VPSNGQTIMQLQDELETLHR 2.02 1.12
LinJ.31.0450 | cytoskeleton-associated protein VPQPEAQPSAKVpPSpSETApPSVEEQR 1.84 1.75
CAPS.5, putative,
LinJ.35.3150 | ATP-dependent RNA helicase, GGGpTGNEDDDYEDGGYDAYR 1.77 1.92
utative
LinJ.35.4450 Eypothetical protein, conserved APIADpSDpSDDDEPVRKPVLAK 1.66 1.29
LinJ.36.5290 | hypothetical protein, conserved VQVMTEDMNEDGpSNDER 1.63 1.48
LinJ.36.2260 | DEAD box RNA helicase, putative | FDpYSpSDDDDSARPAK 1.61 1.29
LinJ.01.0790 | eukaryotic initiation factor 4a, FCETFVGGpTR 1.59 1.88
putative
LinJ.36.6110 | hypothetical protein, conserved KCpSAPELPPR 1.57 3.48
LinJ.35.0920 | hypothetical protein, conserved LLNNENADDLLpSpSDDEEPK 1.48 191
LinJ.25.1100 | hypothetical protein, conserved FpSIEGNEPEQKPLVPTSHLR 1.39 2.48




LinJ.13.0700 | hypothetical protein, conserved GDNLLHDSDQTPCDAAAAGSSIVANNPTPR 1.37 1.23
LinJ.11.1110 | 60S ribosomal protein L28, putative | AVAAVRPDLADVpSFRR 1.36 1.19
LinJ.14.1300 | hypothetical protein, conserved AVpSVVDGPHGPHAR 1.34 2.14
LinJ.35.2240 | RNA-binding protein, putative HpPSHGpPSNDEIQNGGDTDNFR 1.29 3.4
LinJ.31.2440 | hypothetical protein, conserved GNTDpSPDTAELAAAALQALSPQGVLHTDSR 1.26 1.73
LinJ.35.2610 | hypothetical protein, conserved TNTSATVTpPSEGNSNSEK 1.24 0.77
LinJ.08.1040 | Phosphoribosylpyrophosphate MTEVHAMSGTVpSPHTEK 1.22 0.99
synthetase
LinJ.35.4450 | hypothetical protein, conserved APIADpSDpSDDDEPVRKPVAK 1.22 1.1
LinJ.35.4060 | protein kinase A catalytic subunit SPGDTSNFEKYPDpSPVDR 1.19 1.13
isoform 1
LinJ.31.2700 | serine/threonine protein DANpSPLSSFAR 1.16 1.68
phosphatase pp1(5.9), putative
LinJ.27.1630 | hypothetical protein, conserved NLPpSVDDGLYQK 1.14 1.46
LinJ.04.0060 | hypothetical protein, conserved GNEEEERNEpTPRDPCK 1.01 1.18
LinJ.01.0480 | hypothetical protein, conserved AVAESAPSpSPTTGK 0.98 0.9
LinJ.33.2570 | hypothetical protein, conserved QpSATATTAAPGEDVDPMEAK 0.97 0.95
LinJ.33.2570 | hypothetical protein, conserved QpSATATTAAPGEDVDPMEAK 0.97 0.89
LinJ.36.2490 | tyrosine aminotransferase AGNSTGpSLTEER 0.94 1.25
LinJ.36.2490 | tyrosine aminotransferase AGNpSTGSLTEER 0.94 11
LinJ.31.0090 | hypothetical protein, conserved pPSAEKAPEKPVADKEAEDAEK 0.68 0.78
LinJ.11.0150 | hypothetical protein, conserved IQDVNEDSGLPFDVEpPSAHREGDpSPAR 0.55 13
LinJ.34.0500 | calcium channel protein, LYRQPpSLPATEMGFpSVVGTPQQR -0.81 -1.94
putative,ion transporter, putative
LinJ.13.1350 | MCAK:-like kinesin, putative ERVAEQPRPMpSAQR -0.85 -3.31
LinJ.20.1130 | hypothetical protein, conserved GYEGpTDpSEDGENHHHSAAGAGKK -0.85 -0.63
LinJ.35.4450 | hypothetical protein, conserved RPpSPKPpSPK -0.9 -3.01
LinJ.32.0370 | hypothetical protein, conserved SAAAGAGPSAKRPAGLSPGAAAALAADEK -0.92 -0.93
LinJ.36.1560 | hypothetical protein, conserved AGKQHpSDEEVELSVK -0.94 -1.71




LinJ.19.1140 | hypothetical protein, conserved GDDpSEDREHpSDVDDDGHKSGAAGTVADVAAAEK -1.03 -1.78
LinJ.19.1140 | hypothetical protein, conserved GDDSEDREHpSDVDDDGHKSGAAGTVADVAAAEK -1.03 -2.24
LinJ.13.0290 | flagellar radial spoke protein, ITSSTTIAPQGALEEPEPEQEPTEEDEDEDAEDGAQRKPK | -1.05 -6.65
utative
LinJ.19.1140 Eypothetical protein, conserved QRHTpSPSPYEQVPK -1.2 -1.94
LinJ.29.1510 | RNA binding protein, putative DpTPLLLPR -1.29 -1.22
LinJ.29.2540 | hypothetical protein, unknown RYVPPSEEQDAEAAGQPSASR -1.5 -4.52
function
LinJ.21.0920 | hypothetical protein, conserved ARpSQLAAVRDDLAQR -1.52 -2.51
LinJ.32.2950 | RNA-binding protein, putative ARpSGEDDCDDEENTFNFKR -1.59 -6.7
LinJ.30.0580 | hypothetical protein, conserved TTGRDPNEDpSGpSDAEEVTEEELAARK -1.61 -4.87
LinJ.25.1920 | hypothetical protein, conserved AKPVVPFDVSDYEDKKVQpSPK -1.65 -2.61
LinJ.33.3230 | hypothetical protein, conserved VGpTPVEPHRGALEGApPSPVDAR -1.72 -3.42
LinJ.33.3230 | hypothetical protein, conserved VGpTPVEPHRGALEGASPVDAR -1.72 -6.33
LinJ.12.0720 | hypothetical protein, conserved DLLARpTPDVGDDDDEDLRR -1.77 -1.63
LinJ.22.0060 | hypothetical protein, conserved ASVENARHpSAQNAVDNAK -1.78 -1.29
LinJ.16.1550 | kinesin, putative SVpSGTGpSKGTFKR -1.8 -1.37
LinJ.18.1510 | P-type H*-ATPase, putative KYELDAAAFEDKPEpSHpSDAEMTPQKPQRR -1.8 -2.79
LinJ.05.0140 | nucleolar RNA helicase I, putative | ISAKApSDHGNGVAVEK -1.81 -2.03
LinJ.20.1670 | hypothetical protein, conserved EQRApPSPATVVAPEDKK -1.86 -5.88
LinJ.34.0700 | hypothetical protein, conserved AAEPELADADGVEPSSGPTSSRpSPTGR -1.88 -1.23
LinJ.36.6780 | ubiquitin fusion degradation VAAGPTPPLKHLPGQSSSPSSGPK -1.95 -6.75
protein, putative
LinJ.15.0300 | hypothetical protein, conserved AALPEALAVHAHDWDpPSSSSGRGR -1.97 -1.95
LinJ.11.0520 | nucleobase transporter YLADSGpSEKKAELLLETEHGDVTAR -1.99 -1.34
LinJ.29.0280 | hypothetical protein, conserved LAARpPSPAKpSPAR -2 -1.44
LinJ.17.1310 | hypothetical protein, unknown VFNRDGpSAVAQR -2.07 -2.77
function
LinJ.21.1850 | hypothetical protein, conserved MRVEQVLAHQMpSPSASGR -2.09 -1.63




LinJ.36.6110 | hypothetical protein, conserved KRGGpSINGATALLR -2.17 -6.7
LinJ.27.1220 | hypothetical protein, conserved HVFpTPEGCKYGDK -2.27 -6.75
LinJ.29.0120 | proteasome regulatory non-ATPase | EGNApSEEAAAKPEEEKTAPLNHK -2.36 -1.57
subunit, putative
LinJ.34.3220 | DNA topoisomerase IB, large ANKVVpSDDDDVPLAALRV -2.39 -2.74
subunit
LinJ.04.0060 | hypothetical protein, conserved NEpTPRDPCKLpTDVSTDHYAK -2.4 -6.67
LinJ.21.0920 | hypothetical protein, conserved ALpSAVPSEKNADFNDLRR -2.65 -1.21
LinJ.05.0100 | phosphoprotein phosphatase, ETKGPVpSPR -2.7 -2.6
putative
LinJ.04.0060 | hypothetical protein, conserved VNIDNVERHPPVPEGVNpPTPR -2.87 -6.67
LinJ.34.1610 | hypothetical protein, conserved DVGDHREApPSVLPpTAAGR -2.93 -2.37
LinJ.14.0860 | hypothetical protein, conserved KASAGGDDDEAQpPSPESSPKETK -3.05 -6.73
LinJ.36.6290 | hypothetical protein, conserved EAVEHApPSVQDTAAKEVEATK -3.13 -3.63
LinJ.24.2180 | hypothetical protein, conserved AHKDYVVPELPEEPMWPLIGHpPTP -3.17 -1.52
LinJ.18.1510 | P-type H -ATPase, putative ALEGLREDTHVLNESTpSPVNAFSPK -3.28 -1.74
LinJ.31.1230 | hypothetical protein, conserved AERpSPFGGGFECPEGYWVCSVEHGGCSK -4.6 -4.91
LinJ.29.0280 | hypothetical protein, conserved SPAKpPSPARANPSPEPQPMTSASSTPR -4.72 -6.38
LinJ.13.1350 | MCAK-like kinesin, putative VQAAIQAPALPARIPPTPLRR -4.76 -4.32
LinJ.07.0620 | hypothetical protein, conserved KAAAAQRGDDpTDpSDNEAVNAQAR -5.09 -3.61
LinJ.25.1120 | hypothetical protein, conserved PSNFGpSRVDLHNLGDLSR -5.67 -2.07
LinJ.25.1120 | hypothetical protein, conserved SNFGpSRVDLHNLGDLSR -5.67 -4.08
LinJ.32.0370 | hypothetical protein, conserved RPAGLSPGAAAALAADEKQApPSCAACH -5.76 -6.45
LinJ.15.0060 | hypothetical protein, conserved KPLpTPPRLILAPPTALGQpPSPDVKPK -5.95 -6.25
LinJ.13.0700 | hypothetical protein, conserved RpSRSPVAWTASIGGAAK -6.51 -3.13
LinJ.13.0620 | ubiquitin-like protein RSDDSLQFEQDASQQPTpPSPLLPPQAPVKAPAASAFDR -6.7 -2.37
LinJ.35.0300 | hypothetical protein, conserved APpSPDFLGSQLLAEYRGEAASLQLAK -6.86 -5.37
LinJ.18.0590 | RNA binding protein, putative ApSPQQQAAVQSAPGKIEYLR -6.94 -4.48




LinJ.23.1190 | hypothetical protein, unknown NEpSDDMERQADEKR -7.31 -7.1
function
Di methylation of tryptic peptides extracted from L. donovani promastigotes 15 min after arginine deprivation initiated. Phosphopeptide enrichment, mass
spectrometry and data analysis is described in detail in Experimental Procedures




