Supplements

Table S1: Phosphorylation changes following 5 minute of arginine deprivation in L. donovani promastigotes

Accession Description Phosphorylated tryptic peptide Repeat 1 Repeat 2
number Log. fold from non-starved
LinJ.27.1120 | histone H1, putative SSDSAVAALSAAMTpSPQK 2.537 251
LinJ.33.1330 | hypothetical protein, conserved EApSAVAPPPLLHHFTTQQEPK 1.809 1.09
LinJ.26.2010 | hypothetical protein, conserved KVHAGDNEGDAGApPSAPR 1.47 1.13
LinJ.19.0580 | hypothetical protein, conserved IQLAAGLpSR 7.59 11
LinJ.22.0040 | hypothetical protein, conserved GpSFSHNPYAEASpPSFON 6.55 2.85
LinJ.27.1080 | hypothetical protein, conserved RKpSDNAVTLSSSSSVR 4.28 1.09
LinJ.34.4190 | RNA-binding protein-like protein HWLPpSPQYR 4.23 3.09
LinJ.20.0650 | hypothetical protein RPpSAPSLAPPR 2.93 1.75
LinJ.34.2150 | hypothetical protein, unknown LANpSFSNASCHLER 243 3.03
function

LinJ.32.1190 | hypothetical protein, conserved SGPSApPSPTAK 2.29 1.12
LinJ.06.1010 | hypothetical protein, conserved SLpSTLQK 2.14 1.75
LinJ.11.0400 | tubulin-tyrsoine ligase-like protein | HpSVVGAEAASAASK 2.02 191




LinJ.25.2450 | serine/threonine-protein kinase, LFGGFpSCTADSHLNNS 2 2.99
putative
LinJ.13.1350 | MCAK-like kinesin, putative DPNTDDGENAVRPAAAPAKPVPSRPVPSR 1.96 1.38
LinJ.22.0040 | hypothetical protein, conserved ASRpSPLICSQR 1.96 2.04
LinJ.33.2270 | hypothetical protein, conserved ESVSAApPSPNATVAASR 1.96 1.22
LinJ.35.0320 | serine palmitoyltransferase, putative | EIALQEASDAVDNKSQVLpSK 1.96 1.97
LinJ.36.2040 | inosine-guanosine transporter AVPpSDAFVAK 1.89 1.32
LinJ.36.1720 | universal minicircle sequence GRpSGAQGGYGGDR 1.79 1.45
binding protein (UMSBP), putative
LinJ.13.1350 | MCAK-like kinesin, putative SYHRPTPpTHpPSR 1.69 0.92
LinJ.31.2130 | hypothetical protein, conserved NNpSFFSK 1.58 2.07
LinJ.11.0400 | tubulin-tyrsoine ligase-like protein | APATAESASNQPHQRHpSVVGAEAASAASK 1.53 1.47
LinJ.09.0520 | serine/threonine protein DADpTPVVSSK 1.44 0.99
phosphatase, putative
LinJ.06.1020 | hypothetical protein, conserved SSVSVpTPSR 1.4 2.18
LinJ.33.1090 | hypothetical protein, conserved SGKPGASAATASpPSPIGASANGAR 1.38 1
LinJ.34.2390 | hypothetical protein, conserved VREPpSAANTR 1.35 0.94
LinJ.10.0320 | hypothetical protein, conserved RGPpSAGDNVAQDVIVITSGDDLLR 1.34 0.99
LinJ.16.1550 | kinesin, putative GHPVGVApPTPK 1.34 0.81




LinJ.24.1000 | hypothetical protein, conserved RGpSLGGANAQQR 1.33 1.49*

LinJ.30.1280 | hypothetical protein, unknown KQHNVDpTPSSFpSLAGEEGGTAK 1.31 1.15
function

LinJ.11.0520 | nucleobase transporter KAELLLETEHGDVpPTAR 13 1.55

LinJ.19.0690 | kinesin, putative SDpSISApTPTR 13 1.03

LinJ.21.1850 | hypothetical protein, conserved VEQVLAHQMSPpSASGR 13 1.74

LinJ.01.0790 | eukaryotic initiation factor 4a, FCETFVGGpTR 1.29 2.12
putative

LinJ.34.0640 | hypothetical protein, conserved RLpSLHLEpPSPLK 1.25 1.02

LinJ.07.0780 | topoisomerase-related function ALDADALQATVHLQPpSPSHGEK 1.19 1.36
protein

LinJ.34.2680 | PKA regulatory subunit of protein TIQMQRPpPSR 1.19 1.06
kinase a-R'

LinJ.12.0610 | serine/threonine protein RTYpPSNGpSTEVK 1.18 1.05
phosphatase-like protein

LinJ.19.0290 | RNA binding protein, putative AGNVpSINQHEGQR 1.18 1.03

LinJ.28.1130 | hypothetical protein, unknown VApPSAPPALAVTGK 1.17 1.25
function

LinJ.35.2610 | hypothetical protein, conserved RPSPpSLNDPPAFVR 1.16 0.95

LinJ.05.0850 | hypothetical protein, conserved pSRHVpPTPGHGSADSGSSPGK 1.13 15




LinJ.12.0610 | serine/threonine protein NTpSFSGSGTGR 1.13 1.14
phosphatase-like protein
LinJ.13.1350 | MCAK:-like kinesin, putative MVNpSFHR 1.12 1.11
LinJ.15.1170 | hypothetical protein, conserved RSpSEGSPIR 1.11 0.94
LinJ.36.0780 | MPK2 mitogen-activated protein KTpSVSpSASAGGSR 1.1 0.99
kinase
LinJ.32.0320 | hypothetical protein, conserved RSpSVIDEVDR 1.07 1.2
LinJ.10.0110 | hypothetical protein, conserved NAVDDLFpSDDDKPK 1.06 0.89
LinJ.35.3250 | hypothetical protein, conserved EFVPHFQLIANPSPEYRPTPPPK 1.06 1.45
LinJ.20.1130 | hypothetical protein, conserved GTAApSFTDHSR 0.94 0.79
LinJ.32.1190 | hypothetical protein, conserved FTPIpSPSVASPATKR 0.91 0.95
LinJ.11.0140 | hypothetical protein, conserved GQLNYDHLLDEVVpSK 0.9 2.87
LinJ.28.2120 | hypothetical protein, conserved AVSPAEQEQALRpPSQCpSpTPR 0.9 1.03
LinJ.19.1080 | hypothetical protein, conserved AEHRApPSLPALTAVLDpSPVK 0.88 0.77
LinJ.24.2010 | hypothetical protein, conserved ATpSEVLAHPAR 0.88 0.86
LinJ.24.1000 | hypothetical protein, conserved RApPSQHLAAPSPR 0.85 1.28
LinJ.30.3130 | hypothetical protein, conserved KVpSEAVGDR 0.82 0.89
LinJ.32.0270 | serine/threonine-protein kinase RGAPPGEPApPSRPpPTTPQQQR 0.8 0.75

Nekl, putative




LinJ.34.0640 | hypothetical protein, conserved RHpSNFDLSVGTPLPLGGSGK 0.8 1.18
LinJ.11.0400 | tubulin-tyrsoine ligase-like protein | VRPPLLGPLLTTpSR 0.79 0.59
LinJ.13.1350 | MCAK-like kinesin, putative VGASpPSPpSPFGR 0.79 0.44
LinJ.04.0060 | hypothetical protein, conserved AGHFYGApSVR 0.78 0.71
LinJ.09.0840 | hypothetical protein, conserved APPpTPSQQK 0.75 1.09
LinJ.08.0130 | hypothetical protein, conserved AAQASPFAGQNPSR 0.74 0.93
LinJ.08.0130 | hypothetical protein, conserved VVVVESEAPpSPHARPpSGHAAFQR 0.74 0.81
LinJ.13.0700 | hypothetical protein, conserved GDNLLHDSDQTPCDAAAAGSSIVANNpPTPR 0.72 0.83
LinJ.16.0390 | tubulin tyrosine ligase, putative VDEAPLpPTSR 0.7 0.92
LinJ.36.7250 | hypothetical protein, conserved VGLPIFGHAFQFKPVTESAEpPSPR 0.7 1.02
LinJ.35.4190 | hypothetical protein, conserved SRpSVNTTQGSVPGAKPVPSR 0.69 0.83
LinJ.36.0780 | Mitogen-activated protein kinase 2 | SILSLEGEQASRPVLpTDpYIATR 0.69 0.78
(MPK2)
LinJ.27.0630 | hypothetical protein, conserved LRPVpPSQHGAK 0.51 0.94
LinJ.28.2120 | hypothetical protein, conserved AVpSPAEQEQALRpPSQCpSpTPR 0.41 1.03
LinJ.20.1130 | hypothetical protein, conserved AAFRPLGpSSDTEDVDDFTAPSR -0.48 -2.19
LinJ.34.3220 | DNA topoisomerase IB, large ANKVVpSDDDDVPLAALRV -0.62 -0.67
subunit
LinJ.05.0870 | hypothetical protein, conserved GASAPTLPSpSPR -0.67 -3.62




LinJ.36.4540 | hypothetical protein, conserved YLGGANNIHSYVGpSPGQSFR -0.68 -0.76
LinJ.27.0550 | hypothetical protein, conserved DSMVVEELKADAINpSGGR -0.72 -0.66
LinJ.22.0060 | hypothetical protein, conserved ASVENARHpPSAQNAVDNAK -0.74 -1.11
LinJ.36.6110 | hypothetical protein, conserved KRGGpSINGATALLR -0.75 -0.69
LinJ.31.2870 | hypothetical, protein kinase SHTHTQLEESEMPNApPTPK -0.76 -1.07
LinJ.20.1130 | hypothetical protein, conserved AAFRPLGpSpSDpTEDVDDFTAPSR -0.77 -2.19
LinJ.28.2710 | hypothetical protein, conserved HPQPTVQPTPSpSPALDVAEGLHFQK -0.77 -0.9
LinJ.10.0200 | MPK10 mitogen-activated protein THpSLMELAGNAPAPS -0.83 -0.65
kinase
LinJ.11.0880 | hypothetical protein, conserved TVAAPHKADpPSTASPTAPEIVK -0.84 -0.81
LinJ.21.0700 | phosphoglucomutase, putative KATGAFILTApSHNPGGPDADFGIK -0.85 -0.51
LinJ.28.2710 | hypothetical protein, conserved HPQPTVQPTPpSSPALDVAEGLHFQK -0.86 -0.9
LinJ.17.0310 | hypothetical protein, conserved QSRPSSVSLLADDRAPPPSPVHEPLLGVAAEEEANR -0.87 -1.1
LinJ.17.0490 | hypothetical protein, conserved AAGGQQTTPHpSPVpPSPGKK -0.87 -1.37
LinJ.20.1140 | phosphatidylinositol 3-kinase, SLpSGPTPNNVVSGNR -0.9 -6.45
putative
LinJ.31.1410 | hypothetical protein, unknown TEEEADAVHHpPSAASER -0.91 -1.65
function
LinJ.32.1290 | ADP-ribosylation factor GTPase VAVQAKPVGPApPSPEPSSPVCQGR -0.99 -0.74

activating protein 1, putative




LinJ.35.0390 | hypothetical protein, conserved ALpSEDKDGVWTPVAR -1 -0.87
LinJ.17.1000 | hypothetical protein, conserved FTTTARPpSVApTVAGEDVSTLQHR -1.01 -0.8
LinJ.28.2120 | hypothetical protein, conserved HRHGESAPTDPAAATSAGALLRpPTPR -1.04 -6.64
LinJ.29.1270 | hypothetical protein, conserved SFCSFAHADADGGNAPSEEGER -1.07 -1.09
LinJ.11.0140 | hypothetical protein, conserved APpSpTPPEDCNGPCQVLVEFK -1.13 -2.16
LinJ.35.2530 | hypothetical protein, conserved AGpSpSIADTPARPWPEDAGLSLKR -1.15 -1.2
LinJ.25.1100 | hypothetical protein, conserved EEPpSEGHRDDKVAESVATISIR -1.16 -1.32
LinJ.28.2370 | glycoprotein 96-92, putative pSVATVEAAKK -1.24 -2.32
LinJ.27.1720 | hypothetical protein, unknown SAPSpSPSNVPGR -1.28 -1.43
function
LinJ.20.0750 | hypothetical protein, conserved GDDpSEDREHpSDVDDDGHKSGAAGTVADVAAAEK | -1.34 -0.86
LinJ.31.1400 | hypothetical protein, unknown EAPpSPSVGASLVDpSDRTGAAR -1.36 -0.84
function
LinJ.25.1100 | hypothetical protein, conserved EEPpSEGHRDDKVAEpPSVATIpSIR -1.4 -1.32
LinJ.36.4790 | hypothetical protein, conserved SHHDSLMApPSPQATQK -1.46 -1.53
LinJ.26.0790 | asparagine synthetase a, putative, APDYDDWpSSPVSVDSSK -1.5 -1.02
aspartate--ammonia ligase, putative
LinJ.01.0480 | hypothetical protein, conserved AVAESAPSpSPTTGK -1.57 -0.87
LinJ.29.1510 | RNA binding protein, putative KGpTASPAASVPHR -1.58 -1.47




LinJ.29.1510 | RNA binding protein, putative KGTApSPAASVPHR -1.58 -1.47
LinJ.30.0460 | eukaryotic translation initiation SLQNPpSPIIQPSR -1.59 -0.69
factor 4e, putative
LinJ.27.1720 | hypothetical protein, unknown SAPSpSPSNVPGRK -1.61 -1.35
function
LinJ.34.1390 | hypothetical protein, conserved LLGAAEAHPSPTIWR -1.84 -1.22
LinJ.35.4450 | hypothetical protein, conserved RPpSPKPpSPK -1.96 -1.26
LinJ.10.1010 | hypothetical protein, conserved APpSGGLSAEGWGGR -2.07 -1.27
LinJ.21.0880 | hypothetical protein, conserved QPGpSPNKALAAIDPAIVSAASSQSK -2.11 -1.51
LinJ.29.1510 | RNA binding protein, putative KDpTPLLLPR -2.29 -2.21
LinJ.32.1420 | RNA guanylyltransferase, putative | SLAGAGAVpSNDDVPLLSGFKR -2.57 -2.27
LinJ.03.0910 | hypothetical protein TAAMNRPYGYNVTpTEGDIDpSDLDDAAISAILK -2.59 -2.01
LinJ.04.0520 | hypothetical protein, conserved GAAVDLFAASPLASpSPTDNQQR -2.64 -1.06
LinJ.21.0770 | ATP-binding cassette protein NGDDpSDNDDGSDVKAAPK -2.64 -1.14
subfamily E, member 1, putative
LinJ.30.2890 | hypothetical protein, conserved GVVSpSPTSAAPASAR -3.51 -0.39
LinJ.35.5360 | polyadenylate-binding protein 1, HSPGDVPEpTPPLPPITPQELESMSPQEQR -6.65 -6.66
putative

Di methylation of tryptic peptides extracted from L. donovani promastigotes 5 min after arginine deprivation initiated. Phosphopeptide enrichment, mass
spectrometry and data analysis is described in detail in Experimental Procedures



