The temporal dynamics of mild hypothermia
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Ribosomal related proteins during hypothermia in HEK293 cells

On the 302 targeted proteins
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RPL40/UBA52 is a repressor of SP1
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- MHI-RBM?3
> 1401  Proteins ('n = 2.405 proteins ) . 16 1 MHl SP1 P ns
a — CIRBP 0.75 - ‘.:.IRBPBBMB ns =
£ ——- RBM3 - . 14 : ns 5 075 .
- 1307 SMYD5 R S Fommmm oo 2 ﬁ ? ns £ 080 -
= S 050 . 212 ns N = ns
E 120 - i ! E"':g 1.0 é E';g o
@ "E 0.25 A 2 ﬁ 2 % —0.90
E 110 T g ® n =290 proteins ; 0.8 § _0.95 -
E + % 0-00 7 ® n=18proteins EUE = 37 E 100 | = 37
W i ! ® n=177 proteins E ' 32 E 32
E 100 LS) ~0-25 7 . ® n=17proteins - SiCTL SiRPLAO SIRPL6A SiRPL6B N SiCTL SiIRPLAO SiIRPL6A SiIRPL6B
E 90 - 1 L i IR VR gy -~ N
E _______ ! O L ¢ L] ...‘o
£ ~ -075 - SMYDs|
80 - T T T T T T T T T
0 2 4 6 8 10 12 14 16 . . . . . . . . L.
Time at 32°C (hours) s oo of Linear Regression ‘ ; Isoform switch during mild hypothermia in HEK293 cells
. . . . 40 - ® protein_coding_CDS_not_defined s cnort Gene expression
Two mild hypothermia responses in HEK293 cells: . brotein coding n = 15.223 genes
. . . 25
thermogenesis and translation control 30 - | | 2
o Transcripts expression S
En n =641 from 67.460 transcripts ® SRSFS :‘J 201
T » CNOT1 =
—— Q 20 - 1Y)
— — 5 » NUP160 > |
I 5 8 5 8 T>'J CNOT1 -'% "
8 — 8 % SR:E;'FS A.ECD3 JPTRH2 © -
;ﬁ — :ﬁ _g 10 - TFDP1 ii@.lﬁlRPP-”(:.. 10 - ;
— - — (- : ‘o0 ¢ ’
n —_— @) n — o ot K S S
S -0 "N S -0 "B 0 : : : : : : : ' ' '
2 O Qg — — % 6 -4 -2 0 2 4 6 -2 0 2
g S g S Log2 FoldChange Log2.FoldChange
— E— e x x
Q) )
: — .E ,E o . -IE | 345 Up regul. transcripts
5 3 5 8 2500 n=67.460 transcripts = ;;E :ranscr?zts g 60 BN 150 Down regul. transcripts
- O - O - ranscripts -.E.-
E— e ul L o 50_
T N T T B Q- T T T T T - =
- cCc cCc c c c — 2000 <2 =
c € Cc < cC > 40 - [ N\
5 ™ © o o v 5 ™ © o o © O S N
| ‘n - ~
0 1500 2 30- g /I’L
o S _/
\ ' o , i 1000- S 20 \
\ \ = /
500- N 5 10- g B
v i s oL - =
4 “]“i“lllllm ................. = O | — ' ' — '
- KEGG 2021 Human__Oxidative phosphorylation 0 0 5 10 15 | 102:l9t | 3’5 3.0 (C%g) _ ‘ﬁ(lbo )
— KEGG_2021_Human__Diabetic cardiomyopathy —— KEGG_2021_Human__Ribosome log2(expression - count) PETY ol COHING SEAHEntE Sies P
—— KEGG_2021_Human__Thermogenesis ~ KEGG 2021 Human__Coronavirus disease
0.2 .
) ) .
= o 5 ;o Schematic summary
v 5 A 0ol P
= SEJ = € - » Confirmed by our data
Cé—’ O cé) S ——>» Bibliography - — > Hypotheses
5 Z 577 - 6
= 55 % = 6 é-g F— = Ribosomes < Splicing factors At 32°C:
5 03 s T D &8 P A - 1. SMYDS5 protein is degraded
. | | UBA52 — . 3 CIRaP 32°C| | 2. Lack of SMYD5 leads to SP1 expression
| H | ‘ | | ? 3. SP1 induces CIRBP expression
| | Bl T o | 4 T 2 4. SMYDS5 is unable to trimethylated UBA52
e | Droteasome MYDS 5. Lack of UBAS52 activates SP1 expression
. . . . , , ] | ‘ , | 1 6. Isoform switch from long to short isoforms
° T e al s 0 Sl 1 S Neurobrotection 7. Ribosomes appear key actors in MHR




	Slide 2

