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	Phosphorylation site
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	log()

	TTHERM_00079530-312
	ISS(ph)PQKEENLISQER
	-5.20
	TTHERM_00149920-135
	YLNEKPS(ph)PSK
	0.98

	TTHERM_00522970-156
	MTASTNVYQS(ph)PIK
	-1.71
	TTHERM_00204140-275
	LFS(ph)PNR
	0.61

	TTHERM_00601850-519
	AHTQSFTQFQDFADS(ph)PQKPK
	-0.90
	[bookmark: _GoBack]TTHERM_00402150-1643
	VVSDFNSAS(ph)PTK
	0.63

	TTHERM_00268140-615
	VPS(ph)PIKEVDELSQK
	-1.04
	TTHERM_00349090-240
	HASSIQLTNYS(ph)PTR
	0.73

	TTHERM_00129210-463
	IFQLS(ph)PVKK
	-1.19
	TTHERM_00655440-219
	NLSS(ph)PEKSELPQR
	0.78

	TTHERM_00545820-756
	LMPNNSGVS(ph)PIKK
	-0.87
	TTHERM_00006320-27
	QYILQYES(ph)PTK
	0.72

	TTHERM_00895800-12
	SSVQQLNQSQT(ph)PDKK
	-0.83
	TTHERM_00326930-295
	HISLS(ph)PFK
	0.60

	TTHERM_01093490-2933
	FTESTIYQS(ph)PLR
	-0.70
	TTHERM_00266430-1040
	LHLAAQES(ph)PIR
	0.54

	TTHERM_00545820-67
	SVQPVRPNIEAS(ph)PNK
	-0.64
	TTHERM_00637010-174
	YVTESIS(ph)PGR
	0.53

	TTHERM_00529660-194
	QSGFEQST(ph)PVKR
	-0.95
	TTHERM_00691150-875
	VAMQANDNSSS(ph)PFR
	0.53

	TTHERM_01049230-416
	HKS(ph)PFKGDVEK
	-0.84
	TTHERM_00391420-249
	NSPLKDPSSAS(ph)PSK
	0.01

	TTHERM_00391420-240
	NS(ph)PLKDPSSASPSK
	-0.61
	TTHERM_01217210-43
	DFIAGS(ph)PIKHDDNDLGEPSPVYLK
	0.01

	TTHERM_00637010-164
	TIIRHSES(ph)PLR
	-0.44
	TTHERM_00052160-40
	DATYNTTLSPYQT(ph)PNR
	0.02

	TTHERM_00015980-75
	ILS(ph)PMK
	-0.39
	TTHERM_00601850-662
	SLS(ph)PSRPQTAQPR
	0.02

	TTHERM_00523050-287
	NVQILS(ph)PSR
	-0.37
	TTHERM_00499570-5
	MQSLS(ph)PSR
	0.05

	TTHERM_01228990-496
	HYDIS(ph)PIKK
	-0.36
	TTHERM_00703320-1359
	IIS(ph)PVR
	0.05

	TTHERM_00721570-113
	DVQS(ph)PDKNLYTQYDFQEENDR
	-0.35
	TTHERM_000703409-133
	SEAYRPPT(ph)PPK
	0.05

	TTHERM_00841260-17
	QLDNFTIT(ph)PQR
	-0.33
	TTHERM_00204140-194
	SNTPLISSQYS(ph)PAR
	0.06

	TTHERM_00919690-347
	FFT(ph)PNK
	-0.32
	TTHERM_00355570-906
	VNNDSPTVPS(ph)PTKPSNSITDLDSK
	0.09

	TTHERM_00430030-1416
	VLSATDLANLES(ph)PKK
	-0.28
	TTHERM_00068150-115
	DNFS(ph)PIKK
	0.10

	TTHERM_00486070-844
	NIEIPQT(ph)PPR
	-0.28
	TTHERM_00149798-184
	LIT(ph)PER
	0.10

	TTHERM_00301860-471
	SQQT(ph)PIKADDVEALIEDVDVEK
	-0.28
	TTHERM_00420290-184
	IATESEGS(ph)PLKR
	0.11

	TTHERM_01016110-337
	FMQNANS(ph)PSKDTPK
	-0.27
	TTHERM_000354599-6
	MFSQTT(ph)PFR
	0.11

	TTHERM_00052160-726
	LATS(ph)PYR
	-0.27
	TTHERM_00941400-19
	SAFGSPFQSTIHGQQEDS(ph)PNR
	0.11

	TTHERM_00355820-136
	ELHSLHQQQQQYS(ph)PLK
	-0.26
	TTHERM_00444310-528
	AGVNLS(ph)PIR
	0.12

	TTHERM_00161270-124
	NHIEAFNSDPQNFS(ph)PEK
	-0.25
	TTHERM_00146000-250
	ELTITS(ph)PLR
	0.13

	TTHERM_00185880-112
	YSENFT(ph)PIK
	-0.23
	TTHERM_00085220-289
	ENSPTFLDRSPLFPGSSCFPLS(ph)PDR
	0.15

	TTHERM_00997760-1374
	RQDIS(ph)PLK
	-0.23
	TTHERM_00588900-27
	STILS(ph)PSR
	0.18

	TTHERM_00688740-232
	SVEYNLT(ph)PLR
	-0.21
	TTHERM_00006090-435
	ISTHTFS(ph)PNR
	0.20

	TTHERM_01052990-114
	ITSSGYGSS(ph)PLR
	-0.20
	TTHERM_00339840-417
	SLLVTS(ph)PIK
	0.20

	TTHERM_00379000-77
	TFVYRSES(ph)PIRSSQYGK
	-0.18
	TTHERM_00499440-242
	FHQALLT(ph)PIK
	0.21

	TTHERM_00660170-198
	SQIIANS(ph)PQR
	-0.18
	TTHERM_00392690-107
	SLS(ph)PFR
	0.21

	TTHERM_00486070-854
	NIVEAVS(ph)PLKVTPFQSPK
	-0.17
	TTHERM_00370700-79
	YGPPLS(ph)PNR
	0.23

	TTHERM_00145100-292
	LPS(ph)PAKPIEQTR
	-0.16
	TTHERM_00705240-64
	HLLSNDKPQT(ph)PIKK
	0.30

	TTHERM_00463770-1729
	VISDIS(ph)PQR
	-0.12
	TTHERM_00974270-132
	YGLPNRPST(ph)PIK
	0.31

	TTHERM_00343570-441
	KNVNEGNQPEPTTS(ph)PLK
	-0.12
	TTHERM_00266320-875
	IFDTS(ph)PIR
	0.34

	TTHERM_00204140-265
	VISYS(ph)PTR
	-0.12
	TTHERM_00532020-402
	FNAANITGNS(ph)PTK
	0.40

	TTHERM_00052280-3156
	DNYSLS(ph)PMKPSR
	-0.12
	TTHERM_01093690-101
	KYVEYNS(ph)PLK
	0.41

	TTHERM_00421210-2224
	NLSS(ph)PFR
	-0.11
	TTHERM_00837870-161
	NNFQGFTQGDS(ph)PDKR
	0.42

	TTHERM_00238830-316
	TTGQAGRPYT(ph)PPK
	-0.10
	
	
	

	TTHERM_00050530-87
	S(ph)PLRPQGVSGNK
	-0.09
	
	
	

	TTHERM_00355870-683
	QVGQVNRPIS(ph)PLK
	-0.09
	
	
	

	TTHERM_00041610-1807
	KSSIVEQVQQS(ph)PSR
	-0.09
	
	
	

	TTHERM_00563890-466
	KFDVSQNS(ph)PIR
	-0.06
	
	
	

	TTHERM_00339840-387
	KDYQNMADIS(ph)PVK
	-0.05
	
	
	

	TTHERM_00204140-107
	ATIGIQQHS(ph)PQK
	-0.05
	
	
	

	TTHERM_00653690-261
	NHQLSSVS(ph)PTR
	-0.02
	
	
	

	TTHERM_00123690-152
	APQISSNLQS(ph)PTK
	-0.01
	
	
	


 Table S3. Phosphorylation site with full CDK consensus
