[bookmark: _anxbs9c8smlk]Table S2. Ribosome profiling datasets used in this study (Mouse)


	Source
	Reference
	Sample
	RNA-seq
	Ribo-seq
	Description

	Brain
	Gonzalez2014 [1]
	normal-A
	GSM1245211
	GSM1245214
	tissue: PDGF/Cre tumor; Stage: end-stage

	
	
	normal-B
	GSM1245212
	GSM1245215
	

	
	
	normal-C
	GSM1245213
	GSM1245216
	

	
	
	tumor-A
	GSM1245217
	GSM1245223
	

	
	
	tumor-B
	GSM1245218
	GSM1245224
	

	 
	 
	tumor-C
	GSM1245219
	GSM1245225
	 

	Fibroblast
	Thoreen2012 [2]
	wild-vehicle
	GSM904895
	GSM904893
	Embryonic fibroblast (genotype: 4EBP1/2 +/+ p53 -/-; genetic: 129/Svj

	Hippocampi
	Cho2015 [3]
	10min-rep1
	GSM1853990
	GSM1853985
	Hippocampal tissue (strain: C57BL/6N)

	
	
	10min-rep2
	GSM1854000
	GSM1853995
	

	
	
	10min-rep3
	GSM1854010
	GSM1854005
	

	
	
	30min-rep1
	GSM1853991
	GSM1853986
	

	
	
	30min-rep2
	GSM1854001
	GSM1853996
	

	
	
	30min-rep3
	GSM1854011
	GSM1854006
	

	
	
	4hr-rep1
	GSM1853992
	GSM1853987
	

	
	
	4hr-rep2
	GSM1854002
	GSM1853997
	

	
	
	4hr-rep3
	GSM1854012
	GSM1854007
	

	
	
	5min-rep1
	GSM1853989
	GSM1853984
	

	
	
	5min-rep2
	GSM1853999
	GSM1853994
	

	
	
	5min-rep3
	GSM1854009
	GSM1854004
	

	
	
	control-rep1
	GSM1853988
	GSM1853983
	

	
	
	control-rep2
	GSM1853998
	GSM1853993
	

	 
	 
	control-rep3
	GSM1854008
	GSM1854003
	 

	Liver
	Alvarez2017 [4]
	control-rep1
	GSM2219150
	GSM2219142
	Fetal liver (cell type: Erythroid progenitors; strain: C57BL/6; age: E14.

	
	
	control-rep2
	GSM2219151
	GSM2219143
	

	
	Eichhorn2014 [5]
	wt
	GSM1479601
	GSM1479602
	Primary liver tissue (strain: C57BL/6; age: 6 weeks; sex: male)

	
	Fradejas2017 [6]
	secisbp2-wt-rep1
	GSM2227376
	GSM2227367
	Liver (age: 5-8 weeks; genotype: wild type)

	
	
	secisbp2-wt-rep2
	GSM2227377
	GSM2227368
	

	
	
	trsp-wt-rep1
	GSM2227380
	GSM2227371
	

	
	
	trsp-wt-rep2
	GSM2227382
	GSM2227373
	

	
	Frederic2015 [7]
	ZT00-A
	GSM1897722
	GSM1897856
	Liver (strain: C57BL/6; age: post natal day 12-16; genotype: wild type)

	
	
	ZT00-B
	GSM1897734
	GSM1897868
	

	
	
	ZT00-C
	GSM1897751
	GSM1897880
	

	
	
	ZT00-D
	GSM1897777
	GSM1897892
	

	
	
	ZT02-A
	GSM1897723
	GSM1897857
	

	
	
	ZT02-B
	GSM1897735
	GSM1897869
	

	
	
	ZT02-C
	GSM1897754
	GSM1897881
	

	
	
	ZT02-D
	GSM1897779
	GSM1897893
	

	
	
	ZT04-A
	GSM1897724
	GSM1897858
	

	
	
	ZT04-B
	GSM1897736
	GSM1897870
	

	
	
	ZT04-C
	GSM1897756
	GSM1897882
	

	
	
	ZT04-D
	GSM1897781
	GSM1897894
	

	
	
	ZT06-A
	GSM1897725
	GSM1897859
	

	
	
	ZT06-B
	GSM1897737
	GSM1897871
	

	
	
	ZT06-C
	GSM1897758
	GSM1897883
	

	
	
	ZT06-D
	GSM1897783
	GSM1897895
	

	
	
	ZT08-A
	GSM1897726
	GSM1897860
	

	
	
	ZT08-B
	GSM1897738
	GSM1897872
	

	
	
	ZT08-C
	GSM1897760
	GSM1897884
	

	
	
	ZT08-D
	GSM1897785
	GSM1897896
	

	
	
	ZT10-A
	GSM1897727
	GSM1897861
	

	
	
	ZT10-B
	GSM1897739
	GSM1897873
	

	
	
	ZT10-C
	GSM1897762
	GSM1897885
	

	
	
	ZT10-D
	GSM1897788
	GSM1897897
	

	
	
	ZT12-A
	GSM1897728
	GSM1897862
	

	
	
	ZT12-B
	GSM1897740
	GSM1897874
	

	
	
	ZT12-C
	GSM1897764
	GSM1897886
	

	
	
	ZT12-D
	GSM1897790
	GSM1897898
	

	
	
	ZT14-A
	GSM1897729
	GSM1897863
	

	
	
	ZT14-B
	GSM1897742
	GSM1897875
	

	
	
	ZT14-C
	GSM1897766
	GSM1897887
	

	
	
	ZT14-D
	GSM1897791
	GSM1897899
	

	
	
	ZT16-A
	GSM1897730
	GSM1897864
	

	
	
	ZT16-B
	GSM1897743
	GSM1897876
	

	
	
	ZT16-C
	GSM1897768
	GSM1897888
	

	
	
	ZT16-D
	GSM1897793
	GSM1897900
	

	
	
	ZT18-A
	GSM1897731
	GSM1897865
	

	
	
	ZT18-B
	GSM1897745
	GSM1897877
	

	
	
	ZT18-C
	GSM1897771
	GSM1897889
	

	
	
	ZT18-D
	GSM1897796
	GSM1897901
	

	
	
	ZT20-A
	GSM1897732
	GSM1897866
	

	
	
	ZT20-B
	GSM1897747
	GSM1897878
	

	
	
	ZT20-C
	GSM1897773
	GSM1897890
	

	
	
	ZT20-D
	GSM1897798
	GSM1897902
	

	
	
	ZT22-A
	GSM1897733
	GSM1897867
	

	
	
	ZT22-B
	GSM1897749
	GSM1897879
	

	
	
	ZT22-C
	GSM1897775
	GSM1897891
	

	
	
	ZT22-D
	GSM1897800
	GSM1897903
	

	
	Howard2013 [8]
	wt
	GSM1122211
	GSM1122205
	Liver (strain: FVB/N; age: 3 weeks; treatment: 6 week diet 0 ppm sele

	
	Janich2015 [9]
	ZT0-rep1
	GSM1644100
	GSM1644076
	Liver (strain: C57BL/6JRj; age: 11-12 weeks; gender: male)
 

	
	
	ZT0-rep2
	GSM1644101
	GSM1644077
	

	
	
	ZT10-rep1
	GSM1644110
	GSM1644086
	

	
	
	ZT10-rep2
	GSM1644111
	GSM1644087
	

	
	
	ZT12-rep1
	GSM1644112
	GSM1644088
	

	
	
	ZT12-rep2
	GSM1644113
	GSM1644089
	

	
	
	ZT14-rep1
	GSM1644114
	GSM1644090
	

	
	
	ZT14-rep2
	GSM1644115
	GSM1644091
	

	
	
	ZT16-rep1
	GSM1644116
	GSM1644092
	

	
	
	ZT16-rep2
	GSM1644117
	GSM1644093
	

	
	
	ZT18-rep1
	GSM1644118
	GSM1644094
	

	
	
	ZT18-rep2
	GSM1644119
	GSM1644095
	

	
	
	ZT2-rep1
	GSM1644102
	GSM1644078
	

	
	
	ZT2-rep2
	GSM1644103
	GSM1644079
	

	
	
	ZT20-rep1
	GSM1644120
	GSM1644096
	

	
	
	ZT20-rep2
	GSM1644121
	GSM1644097
	

	
	
	ZT22-rep1
	GSM1644122
	GSM1644098
	

	
	
	ZT22-rep2
	GSM1644123
	GSM1644099
	

	
	
	ZT4-rep1
	GSM1644104
	GSM1644080
	

	
	
	ZT4-rep2
	GSM1644105
	GSM1644081
	

	
	
	ZT6-rep1
	GSM1644106
	GSM1644082
	

	
	
	ZT6-rep2
	GSM1644107
	GSM1644083
	

	
	
	ZT8-rep1
	GSM1644108
	GSM1644084
	

	 
	 
	ZT8-rep2
	GSM1644109
	GSM1644085
	

	Skin
	Blanco2016 [10]
	wt1
	GSM1854037
	GSM1854031
	Skin (tumour stage: skin papilloma; strain: C57BL/6; age: 1 month)

	
	
	wt2
	GSM1854038
	GSM1854032
	

	
	
	wt3
	GSM1854039
	GSM1854033
	

	
	Sendoel2017 [11]
	wt-invivo-rep0
	GSM2199587
	GSM2199581
	Back skins (strain: R26-Sox2-IRES-eGFP fl/+; age: P4)
 

	 
	 
	wt-invivo-rep1
	GSM2199588
	GSM2199582
	

	Testis
	Castaneda2014 [12]
	wt-a
	GSM1234250
	GSM1234248
	Testis (strain: 129SvJae; genotype: wild type)
 

	 
	 
	wt-b
	GSM1234254
	GSM1234252
	

	mEB
	Ingolia2011 [13]
	eb
	GSM765286
	GSM765291
	Embryoid body (genotype: CReP+/-; GADD34+/+ (WT))

	mES
	Hurt2013 [14]
	control
	GSM1024299 GSM1024300
	GSM1024311
	Embryonic stem cells (v6.5 cell line)

	
	Ingolia2011 [13]
	mes
	GSM765288
	GSM765300
	ES cell (E14 cell line; genetic: 129/Ola)

	
	Reid2014 [15]
	cyt
	GSM1299862 GSM1299863
	GSM1299858 GSM1299859
	Embryonic fibroblasts (genotype: CReP+/-; GADD34+/+ (WT))

	 
	 
	er
	GSM1299860 GSM1299861
	GSM1299856 GSM1299857
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