[bookmark: _srxupkytrq1y]Table S1. Ribosome profiling datasets used in this study (Human)


	Source
	Reference
	Sample
	RNA-seq
	Ribo-seq
	Description

	Brain
	Gonzalez2014 [1]
	normal-A
	GSM1495249
	GSM1495244
	Normal brain

	
	
	normal-B
	GSM1495250
	GSM1495245
	

	
	
	normal-C
	GSM1495251
	GSM1495246
	

	
	
	tumor-A
	GSM1495252
	GSM1495247
	

	 
	 
	tumor-B
	GSM1495253
	GSM1495248
	 

	Breast
	Rubio2014 [2]
	control-rep1
	GSM1503444
	GSM1503442
	Breast cancer (cell type: Ductal breast carcinoma; cell line: MDA-MB-231)
 

	 
	 
	control-rep2
	GSM1503438
	GSM1503434
	

	Eye
	Tanenbaum2015 [3]
	G1-rep1
	GSM1657726
	GSM1657720
	Retinal pigment epithelial cells (cell type: RPE-1)
 

	
	
	G1-rep2
	GSM1657727
	GSM1657721
	

	
	
	G2-rep1
	GSM1657728
	GSM1657722
	

	
	
	G2-rep2
	GSM1657729
	GSM1657723
	

	
	
	M-rep1
	GSM1657730
	GSM1657724
	

	 
	 
	M-rep2
	GSM1657731
	GSM1657725
	

	Fibroblasts
	Shitrit2015 [4]
	control
	GSM1712278
	GSM1712271
	Primary fibroblasts

	
	Xu2016 [5]
	wt-d-leucine
	GSM1585204
	GSM1585210
	Fibroblast (supplemented with d-leucine or l-leucine)
 

	 
	 
	wt-l-leucine
	GSM1585205
	GSM1585211
	

	HEK
	Eichhorn2014 [6]
	mock
	GSM1479597
	GSM1479598
	HEK293T ( mock transfection)

	
	Iwasaki2016 [7]
	dmso-rep1
	GSM1720808
	GSM1720803
	HEK 293 T-REx cell (treatment: DMSO)

	
	
	dmso-rep2
	GSM1720809
	GSM1720804
	

	
	Sidrauski2015 [8]
	control-a
	GSM1606099
	GSM1606107
	HEK293T (treatment: untreated)

	
	
	control-b
	GSM1606100
	GSM1606108
	

	 
	Subtelny2014 [9]
	cyt
	GSM1276541
	GSM1276542
	HEK293T (Cytoplasmically-enriched )

	HeLa
	Guo2010 [10]
	mock12hr
	GSM546927
	GSM546926
	HeLa (transfection: mock)

	
	
	mock32hr
	GSM546921
	GSM546920
	

	
	Park2016 [11]
	Mphase-rep1
	GSM2100590
	GSM2100598
	Hela (RNA-seq oligo-dT)

	
	
	Mphase-rep2
	GSM2100591
	GSM2100599
	

	
	
	Sphase-rep1
	GSM2100587
	GSM2100596
	

	
	
	Sphase-rep2
	GSM2100588
	GSM2100597
	

	
	Zur2016 [12]
	G1phase-exp1
	GSM1898014 GSM1898015 GSM1898016
	GSM1898018 GSM1898019 GSM1898020
	HeLa S3 cells

	
	
	G1phase-exp2
	GSM1898017
	GSM1898021
	

	
	
	Mphase-exp1
	GSM1898006 GSM1898007 GSM1898008
	GSM1898010 GSM1898011 GSM1898012
	

	 
	 
	Mphase-exp2
	GSM1898009
	GSM1898013
	 

	KOPT-K1
	Wolfe2014 [13]
	dmso-rep1
	GSM1370699
	GSM1370695
	KOPT-K1 T-ALL cell line

	 
	 
	dmso-rep2
	GSM1370700
	GSM1370696
	 

	Lymphoblastoid
	Cenik2015 [14]
	GM12878-rep1
	GSM1609427
	GSM1609378
	EBV-transformed lymphoblastoid cells

	
	
	GM12878-rep2
	GSM1609428
	GSM1609379
	

	
	
	GM12891-rep1
	GSM1609430
	GSM1609382
	

	
	
	GM12891-rep2
	GSM1609431
	GSM1609383
	

	
	
	GM12892-rep1
	GSM1609433
	GSM1609384
	

	
	
	GM12892-rep2
	GSM1609434
	GSM1609385
	

	
	
	GM19238-rep1
	GSM1609436
	GSM1609417
	

	
	
	GM19238-rep3
	GSM1609438
	GSM1609418
	

	
	
	GM19239-rep2
	GSM1609440
	GSM1609413
	

	
	
	GM19240-rep1
	GSM1609442
	GSM1609421
	

	
	
	GM19240-rep2
	GSM1609443
	GSM1609422
	

	 
	 
	GM19240-rep3
	GSM1609444
	GSM1609423
	 

	Macrophages
	Su2015 [15]
	mock-rep1
	GSM1632596
	GSM1632594
	human primary macrophages (TLR2 stimulated; micrococccal nuclease)
 

	 
	 
	mock-rep2
	GSM1632600
	GSM1632598
	

	Muscle
	Wein2014 [16]
	control
	GSM1356677
	GSM1356675
	Skeletal muscle (normal control)

	Myeloma
	Wiita2013 [17]
	control
	GSM1184591
	GSM1184592
	MM1.S myeloma cell line

	PC3
	Hsieh2012 [18]
	control-rep1
	GSM869036
	GSM869037
	PC3 (prostate cancer cells; sample type: polyA RNA; treatment: vehicle)

	 
	 
	control-rep2
	GSM869042
	GSM869043
	 

	U2OS
	Eichhorn2014 [6]
	mock
	GSM1479587
	GSM1479588
	U2OS cell line (mock-transfected, tRNA and rRNA depleted RNA-seq)

	
	Guo2014 [19]
	mock
	GSM1248736
	GSM1248735
	U2OS cells (mock-transfected, poly(A)-selected RNA-seq)

	
	Jang2015 [20]
	CT00-rep1
	GSM1371395
	GSM1371443
	U2OS (cell type: osteosarcoma)

	
	
	CT00-rep2
	GSM1371407
	GSM1371455
	

	
	
	CT02-rep1
	GSM1371396
	GSM1371444
	

	
	
	CT02-rep2
	GSM1371408
	GSM1371456
	

	
	
	CT04-rep1
	GSM1371397
	GSM1371445
	

	
	
	CT04-rep2
	GSM1371409
	GSM1371457
	

	
	
	CT06-rep1
	GSM1371398
	GSM1371446
	

	
	
	CT06-rep2
	GSM1371410
	GSM1371458
	

	
	
	CT08-rep1
	GSM1371399
	GSM1371447
	

	
	
	CT08-rep2
	GSM1371411
	GSM1371459
	

	
	
	CT10-rep1
	GSM1371400
	GSM1371448
	

	
	
	CT10-rep2
	GSM1371412
	GSM1371460
	

	
	
	CT12-rep1
	GSM1371401
	GSM1371449
	

	
	
	CT12-rep2
	GSM1371413
	GSM1371461
	

	
	
	CT14-rep1
	GSM1371402
	GSM1371450
	

	
	
	CT14-rep2
	GSM1371414
	GSM1371462
	

	
	
	CT16-rep1
	GSM1371403
	GSM1371451
	

	
	
	CT16-rep2
	GSM1371415
	GSM1371463
	

	
	
	CT18-rep1
	GSM1371404
	GSM1371452
	

	
	
	CT18-rep2
	GSM1371416
	GSM1371464
	

	
	
	CT20-rep1
	GSM1371405
	GSM1371453
	

	
	
	CT20-rep2
	GSM1371417
	GSM1371465
	

	
	
	CT22-rep1
	GSM1371406
	GSM1371454
	

	 
	 
	CT22-rep2
	GSM1371418
	GSM1371466
	 

	hES
	Werner2015 [21]
	control-rep1
	GSM1523640
	GSM1523624
	hES cell (cell line: H1)

	 
	 
	control-rep2
	GSM1523648
	GSM1523632
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