Supplementary Figure 1. Related to Figure 1.
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Supplementary Figure 2. Related to Figure 3.

A. C. Transcriptome Translatome
---------------------- CON *
S 8o - i
---------------- |—> CPA1 - =
200pM CPA e <
N =
| »| CPA18 Ta_; & 40 - |
0 17 18(h) o E
52
B. - Totaliell lysate e =0 'eg NS 'QIQ NN
/-\_/- — (4 (2 2
A- _ Q*'bi(éo & &L <<<2§° @
& @ &
__ - E. Transcriptome  Translatome
/=\-/-;-\ rep2(x) vs 7 rep2(x) vs
Pol 10% rep3(y)  °  rep3ly) .
oly(A) / \ + RNase | = 4 rd
selection = o § 102 o
N~— CE A 1
— ~— —
a £ &
—~—"\ o v @
Transcriptome  Translatome
D. (Reads) F Atf3 Atf4 Atf5
o| 1000 S * * *
£ 207, b s e 8
o 0 A\Hi'.l‘.LnunM ! “ihJ||‘.|.x.n]M.|J...luumlmummﬂdmid I“mn. h‘H\In..u.u"m.du Lol IN.MM“Jl\""mwﬂlﬂu © 8“
) =
B hsaie. 9|9 |8
o 0 - Al I\I“m|ulnn.l.dm,n.lmmﬁ“\lu'h\lhnl‘l‘MMIM}1‘\“hi.\lmmm. MM M. o N
= _CPA18 == 3t
El o], | S I |sl=_
0 J ,J\l.dlhuuml‘ll IlhMMMII.A.u]||IuIJ.uliu\MIIimJﬁﬂuMJ‘I‘\Ll.L|1.JLMIL..A.I4“WI‘.Jx.m\uihldm "N.MIMMmmuulhhh. of = = |7 =
— Ins2 CDS —— N D N
X SN e
3000 - R v oY OR
@ 100 {0 | COL Pl TS
E 0 J \ ml“l‘.nld Lm'.“mmUL.M\“M.J.“H. ,.,‘“IIM“I u.hultl\n“d ML
S| 209 1 cpat | Bip Chop Gadd34
z 0 4 ik ‘A.ﬂn‘..mf..,nﬂ.‘m.,m u‘t,Mm.‘...um il ._..|L1M||J‘MM o % 8 * o %k
O--
S| 300 cpa1g l S @ l D ®
P 0 IR | .nlnl, md.x..ﬂ‘., et IIL FIT. ,‘.uhl.ll‘ _.J\u.JLL‘ILm.m. . A4 8 8 §--
o N N
o
G Atf3 Atf4 3 S Sl
1 I~
S % % % | * % % - _ == -
@ * %
400 400 % %
v D |_' — QD W& QWD D N D
> o N N ?‘ N
= 2 200 200 l & (ﬁyézv @ (gvéz\? &
- o
&) < T T I_l T 1 T — T |_.—| T 1
< S N D > NWD
[ N N



Supplementary Figure 3. Related to Figure 4.

A' =’ MING6 MEFs
Y CPA18 vs CPA1 Tgl6 vs Tgl
= 4 (Re-analyzed from .
9 2 (KEGG, FDR) 102 | .7, "5 * 1534 Guan 2017) A
% Ribosome ‘_, Ay 5;?‘ P , 567
5 603" 4R @
2 o
2 P .
= O ARE 206 , gj
£ : (KEGG, FDR) 10 S8
S 2 307 Cell cycle 124_71,{35-"
L DNA replication b
2 S Pyrimidine metabolism o4
,'_*E in : n=6938 n=11816
-5 -2.5 0 2.5 5 -5 -2.5 0 2.5 5
Transcriptome (Fold change, [log,])
B. Down-regulation during C. Up-regulation during
chronic adaptation chronic adaptation
1 (FDR) 1012 1 (FDR) 10-40
KEGG Pathway KEGG Pathway
Maturity onset diabetes of the young Ribosome
Insulin secretion Protein processing in ER
Type Il diabetes mellitus g RNA transport
Insulin resistance 3 Proteasome
Regulation of lipolysis in adipocytes Protein export
Circadian entrainment Aa-tRNA biosynthesis

1 (FDR) 1012 1 (FDR) 10-18

KEGG Pathway KEGG Pathway
Focal adhesion| i » | ES Protein processing in ER
ECM-receptor interaction| 23N w| e Protein export
Rap1 signaling pathway | BN 2| B Vibrio cholerae infection
PI3K-Akt signaling pathway | ESIS
Axon guidance| 23
Regulation of actin cytoskeleton| BONEN
D. KEGG: Protein processing in ER -> Gene Ontology in Biological Process
MING6: 78 genes
(FDR) (mRNA+Ribo up) (FDR)
1 2—12 1 2—30
Gene Ontology a1 Gene Ontology
ER to Golgi vesicle transport| 10 20 response to ER stress
response to ER stress] 11 16 response to unfolded protein
Golgi vesicle transport] 10 37 T 16 response to incorrect protein
cellular response to stress| 18 13 ubiquitin-dependent ERAD
protein exit from ER] 5 12 ER unfolded protein response
COPIl-coated vesicle budding| |5 13 ERAD pathway
MEFs: 38 genes

(Guan 2017)



Supplementary Figure 4. Related to Figure 6.
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Supplementary Figure 5. Related to Figure 7.
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Supplementary Figure 6.
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Supplementary Figure 7.

*_ Palmitic acid : Oleic acid = 2:1




