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Fig. S1. Expression of core clock genes in the DH and the DRG.



| | G0:0007507: heart development

| GO0:0007492: endoderm development

| G0:0048729: tissue morphogenesis

| GO:0050673: epithelial cell proliferation

| G0:0030278: regulation of ossification

] G0:0048598: embryonic morphogenesis

| G0:0032922: circadian regulation of gene expression

] G0:0048705: skeletal system morphogenesis

G0:0051957: positive regulation of amino acid transport
GO:0014745: negative regulation of muscle adaptation
G0:1902895: positive regulation of pri-miRNA transcription by RNA polymerase Il
G0:0008285: negative regulation of cell proliferation

] GO0:0009314: response to radiation

G0:0048545: response to steroid hormone

G0:0008585: female gonad development

| G0:0085029: extracellular matrix assembly

] G0:0001655: urogenital system development

| G0:0046879: hormone secretion

GO0:0080182: histone H3-K4 trimethylation

GO0:1904035: regulation of epithelial cell apoptotic process
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| R-RNO-72613: Eukaryotic Translation Initiation
] G0:0052696: flavonoid glucuronidation
| GO0:0050808: synapse organization
| R-RNO-139910: Activation of BMF and translocation to mitochondria
] R-RNO-3108214: SUMOylation of DNA damage response and repair proteins
| G0:0048843: negative regulation of axon extension involved in axon guidance
] R-RNO-1971475: A tetrasaccharide linker sequence is required for GAG synthesis
| G0:2000310: regulation of NMDA receptor activity
G0:0015766: disaccharide transport
G0:2000978: negative regulation of forebrain neuron differentiation
GO0:0010975: regulation of neuron projection development
GO0:0007611: learning or memory
] GO0:0016525: negative regulation of angiogenesis
| R-RNO-68886: M Phase
| R-RNO-167044: Signalling to RAS
| G0:0010640: regulation of platelet-derived growth factor receptor signaling pathway
R-RNO-1855183: Synthesis of IP2, IP, and Ins in the cytosol
G0:0042407: cristae formation
GO0:0043161: proteasome-mediated ubiquitin-dependent protein catabolic process
G0:0002931: response to ischemia
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Fig. S2. Heat map showing the top enrichment clusters by Metascape analysis using paclitaxel-induced
de novo diurnal DEGs in the DH and the DRG.



A B

ZT8DH.V vs ZT20DH.V (522) ZT8DRG.V vs ZT20DRG.V (832)
CPIN and Paclitaxel diurnal
DEGs in DRG (262)

Nas

CIPN DEGs in DH (543
ZT8DH.P vs ZT20DH.P (692)

Diurnal/CIPN/Paclitaxel diurnal DEGs in DH(25)
I Cep295n!
| 283%10587

Slc22a8
Scube3

PN Lrrc29
m;gerG
e Diurnal/CIPN/Paclitaxel diurnal
S Cens DEGs in DRG (32)
[ onc;l Sez6l
poat Grindb
T
éfspasr23 N N LOC108348061
| Thsd1 Cams1

Spred3 Ddr2

Fam110d glrlnen ;
Sox18 ol6a
Gpré | Nr1d1

Rdh16 Abcb1a
Sult1a1 Cybb

M Hif3a lerpzll
NNNNNNNNNNNN Tepani1
44444444444 Somti
EEEEEEEEEEE 2
ITITTITITOO0OCCOO Zel,
<<<vwomiIZIZIIIZI Roe!
AN WLaAaNWwWSS<TUTTUDT Rassf2

= NwWLaihw Per3
Arhgap31
Pric
. . rkeq
CPIN and Paclitaxel diurnal ot
DEGs in DH (153) For2
— — _gbﬁ11
[ a
P:pSSZ
— B U N ciart
NNNNNNNNNNNN
—_— 4444494494444
EEEEEEEEEEE
AAXAAIZDA0O00DO0DOO0
PO0OOOARAIIDIOD
<< P00
SN WaNNw<I<<TTUTDT
= NWappw

L

LI
N
|||

LA'DYA8LZ
ZA'DHa8LZ
€A'OHA8LZ
L'd'o¥asLz |
zd'oYasLz
£d'oyasLz
LAD¥a0z1z | |
ZA'9HA0Z1Z
eA'DHa0zLZ ||
1'd'O¥a0zLZ

¢'d’'©4d0a0c1z
€'d’'94da0c1z

Fig. S3. Venn diagrams of diurnal, CIPN, and paclitaxel-induced
diurnal DEGs in the DH (A) and the DRG (B). Heat maps indicate
DEGs at the intersections of diurnal genes, CIPN, and paclitaxel-
induced diurnal DEGs in the DH and the DRG. Each gene is
represented as a horizontal line ordered vertically by log2 fold
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SNL model(3118) SNL model(3187)

ZT8DRG.V vs ZT8DRG.P(208)

ZT20DRG.V vs ZT20DRG.P(38)
ZT8DRG.V vs ZT8DRG.P(343) ZT20DRG.V vs ZT20DRG.P(227)

Fig. S4. Venn diagrams of DEGs of SNL and CIPN. (A) Up-regulated genes from both SNL and
paclitaxel CIPN models. (B) Down-regulated genes from both SNL and paclitaxel CIPN models.
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G0:0046068: cGMP metabolic process

G0:0048168: regulation of neuronal synaptic plasticity
G0:0021549: cerebellum development

G0:0001569: branching involved in blood vessel morphogenesis
G0:0042762: regulation of sulfur metabolic process

G0:0008306: associative learning

G0:0071900: regulation of protein serine/threonine kinase activity
G0:0002076: osteoblast development

GO:0001764: neuron migration

G0:1902259: regulation of delayed rectifier potassium channel activity
G0:0021516: dorsal spinal cord development

G0:0080182: histone H3-K4 trimethylation

G0:0006270: DNA replication initiation

G0:0006006: glucose metabolic process

R-RNO-202733: Cell surface interactions at the vascular wall
GO0:0010644: cell communication by electrical coupling
G0:0032922: circadian regulation of gene expression
G0:2001038: regulation of cellular response to drug

G0:0006883: cellular sodium ion homeostasis

G0:0007200: phospholipase C-activating G protein-coupled receptor signaling pathway
G0:0050727: regulation of inflammatory response

G0:0019748: secondary metabolic process

G0:0070482: response to oxygen levels

G0:0060415: muscle tissue morphogenesis

G0:2000273: positive regulation of signaling receptor activity
G0:0032873: negative regulation of stress-activated MAPK cascade
G0:0032964: collagen biosynthetic process

GO0:0001501: skeletal system development

G0:0008015: blood circulation

G0:0045778: positive regulation of ossification

GO0:0001525: angiogenesis

G0:0045600: positive regulation of fat cell differentiation
GO0:0009611: response to wounding

G0:0006066: alcohol metabolic process

G0:0048384: retinoic acid receptor signaling pathway
GO0:0045444: fat cell differentiation

G0:0010817: regulation of hormone levels

G0:1904016: response to Thyroglobulin triiodothyronine
G0:0071380: cellular response to prostaglandin E stimulus
GO0:0018149: peptide cross-linking

G0:0043534: blood vessel endothelial cell migration
R-RNO-1483166: Synthesis of PA

G0:0048812: neuron projection morphogenesis

G0:0003413: chondrocyte differentiation involved in endochondral bone morphogenesis
G0:0030851: granulocyte differentiation

G0:0033280: response to vitamin D

G0:0048771: tissue remodeling

G0:0048599: oocyte development

G0:0008610: lipid biosynthetic process

G0:0045601: regulation of endothelial cell differentiation

Fig. S5. Heat map showing the top 50 enrichment clusters by Metascape analysis
using paclitaxel-induced DEGs in the DH at two circadian time points (ZT8 and ZT20).
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G0:0006954: inflammatory response

GO0:2000147: positive regulation of cell motility
G0:0030282: bone mineralization

G0:0070848: response to growth factor
GO0:1901342: regulation of vasculature development
G0:0042063: gliogenesis

G0:0030099: myeloid cell differentiation
GO0:0030198: extracellular matrix organization
G0:0001501: skeletal system development
rno04512: ECM-receptor interaction

GO0:0007169: transmembrane receptor protein tyrosine kinase signaling pathway
G0:0009611: response to wounding

G0:0048608: reproductive structure development
G0:0030029: actin filament-based process
GO0:0031589: cell-substrate adhesion

G0:0021549: cerebellum development

GO0:0001655: urogenital system development
G0:0010975: regulation of neuron projection development
G0:0007423: sensory organ development
G0:1901652: response to peptide

G0:0008285: negative regulation of cell proliferation

R-RNO-381426: Regulation of Insulin-like Growth Factor (IGF) transport and uptake by Insulin-like Growth Factor Bi

G0:0098657: import into cell

G0:0048771: tissue remodeling

G0:0048729: tissue morphogenesis

GO:0001503: ossification

rno04670: Leukocyte transendothelial migration

GO0:0014911: positive regulation of smooth muscle cell migration
R-RNO-416700: Other semaphorin interactions

G0:0090090: negative regulation of canonical Wnt signaling pathway
G0:0034035: purine ribonucleoside bisphosphate metabolic process
G0:0098609: cell-cell adhesion

G0:0003158: endothelium development

GO0:0034446: substrate adhesion-dependent cell spreading
G0:0008347: glial cell migration

G0:0014052: regulation of gamma-aminobutyric acid secretion
R-RNO-5140745: WNT5A-dependent internalization of FZD2, FZD5 and ROR2
G0:0009612: response to mechanical stimulus

GO0:0051271: negative regulation of cellular component movement
G0:0034331: cell junction maintenance

R-RNO-109582: Hemostasis

GO0:0070050: neuron cellular homeostasis

R-RNO-1566948: Elastic fibre formation

R-RNO-392517: Rap1 signalling

G0:0061036: positive regulation of cartilage development
rno00250: Alanine, aspartate and glutamate metabolism
GO0:0010837: regulation of keratinocyte proliferation

G0:2000288: positive regulation of myoblast proliferation
G0:0032922: circadian regulation of gene expression

GO0:0007610: behavior

G0:0034762: regulation of transmembrane transport

GO0:1903416: response to glycoside

G0:0015884: folic acid transport

G0:0043568: positive regulation of insulin-like growth factor receptor signaling pathway
GO0:0050808: synapse organization

G0:0031099: regeneration

GO0:0071320: cellular response to cCAMP

G0:0045859: regulation of protein kinase activity

G0:0008344: adult locomotory behavior

G0:0003013: circulatory system process

GO0:0001505: regulation of neurotransmitter levels

G0:0098739: import across plasma membrane

GO0:0015893: drug transport

G0:0050804: modulation of chemical synaptic transmission
R-RNO-217271: FMO oxidises nucleophiles

G0:0034330: cell junction organization

GO0:0001945: lymph vessel development

GO0:0007422: peripheral nervous system development

G0:0010977: negative regulation of neuron projection development
G0:0032963: collagen metabolic process

GO0:0035767: endothelial cell chemotaxis

G0:0042303: molting cycle

GO0:0060326: cell chemotaxis

G0:0035886: vascular smooth muscle cell differentiation
G0:0000478: endonucleolytic cleavage involved in rRNA processing
rno04260: Cardiac muscle contraction

GO0:0050769: positive regulation of neurogenesis

G0:0060348: bone development

G0:0007229: integrin-mediated signaling pathway

GO0:0070371: ERK1 and ERK2 cascade

GO0:0044342: type B pancreatic cell proliferation

G0:0046324: regulation of glucose import

GO0:0010875: positive regulation of cholesterol efflux

G0:0099565: chemical synaptic transmission, postsynaptic
GO0:0071625: vocalization behavior

G0:0015672: monovalent inorganic cation transport

G0:0009636: response to toxic substance

G0:0031670: cellular response to nutrient

GO0:0010717: regulation of epithelial to mesenchymal transition
G0:0045926: negative regulation of growth

G0:0140029: exocytic process

rno04380: Osteoclast differentiation

G0:0030850: prostate gland development

G0:0001502: cartilage condensation

R-RNO-72695: Formation of the ternary complex, and subsequently, the 43S complex
GO0:0051968: positive regulation of synaptic transmission, glutamatergic
G0:0048839: inner ear development

GO0:0061061: muscle structure development

R-RNO-6806667: Metabolism of fat-soluble vitamins
R-RNO-1474244: Extracellular matrix organization

Fig. S6. Heat map showing the top 100 enrichment clusters by Metascape
analysis using paclitaxel-induced DEGs in the DRG at two circadian time

points (ZT8 and ZT20).
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Fig. S7. Original, full-length immunoblots for Fig. 4D.
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