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Thant et al. Fig. S1

Fig. S1. Toluidine blue-stained cryosection after Laser microdissection (LMD).
Dissected regions - mesial and distal sides of the PDL - are indicated by dotted red lines.
Scale bar: 200 pm.
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Core Matrisome Matrisome-associated
Collagens ECM Regulators
Gene Symbol ((i‘is“::)' [N_%1A4F) Fold Change  -log(FDR) Gene Symbol (‘i‘is";r:)' (Nowr)  Fold Change -log(FDR)
Coltat 009951 0.03207 0322 3336 Serpinh1 0.01002 0.01070 1067 0541
Colta2 007253 0.02052 0.283 3.856 Serpinf1 0.00403 0.00268 0.664 2.351
Col3at 0.00889  0.00118 0.132 0.944 Serpinatd 0.00201 0.00139 0.694 0.680
Colt2at 000731 0.00415 0568 2.525 Serpina3k 0.00194 0.00145 0.747 1.176
Col5at 000214  0.00034 0157 5.866 Serpinatc 0.00082 0.00147 1.796 0.724
Col2at 000172  0.00027 0.158 0.942 Serpinatb 0.00076 0.00066 0.876 0.960
Colsa2 0.00114  0.00004 0.036 0.762 Serpinate 0.00035 0.00037 1.054 0.731
Col6at 0.00110  0.00184 1673 4438 Pzp 0.00034 0.00086 2510 4395
Col6a2 0.00079  0.00171 2154 2.061 F10 0.00026 0.00053 2.012 1.804
Col1at 0.00036 0 0 Kng1 0.00008 0.00053 6.366 2.080
Colgat 0.00029 0 0 Hrg 0.00007 0.00004 0.633 0.789
Col16at 0.00025 0 0 F2 0.00006 0.00079 13.509 2711
Col28at 0.00018 0 0 Plg 0.00004 0.00020 4.449 0.994
Col14a1 0.00005___0.00002 0395 0.892 Ctsk 0 0.00096 n/a
Tgm2 0 0.00068 n/a
Ctsz 0 0.00039 n/a
Proteoglycans Ctsd 0 0.00029 n/a
Control D14 Mmp13 0 0.00013 n/a
Gene Symbol (NSAF) (NSAF) Fold Change -log(FDR) CsF:b 0 000008 o
Lum 001309 0.00567 0433 7170 Serpinc 0 000007 o/a
Aspn 001052 0.00227 0215 4579 tiha 0 0.00002 o/a
Bgn 0.00663  0.00496 0.749 2.145 Fo 0 0.00002 o/a
Ogn 0.00335  0.00097 0.290 6.615 pana? 0 000001 /a
Den 0.00280  0.00125 0.447 1110
s syl o ECM-affiliated Proteins
Hspg2 0.00002 __0.00005 2.546 1.425 Gene Symbol ?;sn;r:)l (NDS1:F) Fold Change -log(FDR)
. Anxab 0.01371 0.01060 0.773 2.089
ECM Glycoproteins Anxa2 001169 000934 0.799 2.185
Control D14 Lgals1 0.00557 0.00236 0.424 2.102
Gene Symbol (NSAF) __(NSAF) _Fold Change -log(FDR) Anxat 000382 0.00590 1544 1.987
Postn 0.02065 0.00605 0.293 1.784 Anxab 0.00304 0.00272 0.895 1.087
Thn 0.00630  0.00108 0171 3.999 Hpx 0.00211 0.00196 0.933 1.045
Mgp 0.00348  0.00477 1370 0.457 Lman1 0.00025 0.00047 1.863 3.570
Aebp1 0.00189  0.00079 0.418 2.009 Anxad 0 0.00105 n/a
Fgg 0.00164  0.00237 1.438 4.310 Lgals3 0 0.00038 n/a
Fga 0.00138  0.00183 1.329 1.763 Anxa7? 0 0.00019 n/a
Pcolce 0.00084 0 0 Anxa8 0 0.00012 n/a
Thbs4 0.00058 0 0 Anxal1 0 0.00011 n/a
Fgb 0.00038  0.00135 3589 2.345 Cleci1a 0 0.00002 /a
Sppt 000029 0.00124 4312 1.227
Ibsp 0.00022  0.00016 0.738 0.858
Thbs1 0.00019  0.00032 1.703 1.940 Secreted Factors
Emilin1 0.00016 0 0 Gene Symbol Control D14 " Fold Change -log(FDR)
Fn1 0.00010  0.00038 3.942 3.171 (NSAF) (NSAF)
Thos3 0.00009 0 0 510026 0.00324 0.00341 1052 0.420
Srpx2 0.00008 0 @ $100a11 0.00037 0.00169 4583 1.431
Vin 0 0.00057 e S100a4 0 0.00125 n/a
Sparc 0 0.00014 n/a S100a9 0 0.00027 n/a
Tnc 0 0.00010 n/a
Lamb3 0 0.00005 n/a : Increased after OTM
\If:r:g? g 88888? :1;: : Decreased after OTM

Fig. S2. Fold change of each matrisome protein at the compression side of PDL. Proteins
which significantly increased and decreased on day 14 (D14) compared with the control were
highlighted in green and red, respectively. NSAF; normalized spectral abundance factor: FDR;
false discovery rate: OTM; orthodontic tooth movement.
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Core Matrisome Matrisome-associated
Collagens ECM Regulators
Control D14 Control D14 X
Gene Symbol (NSAF) (NSAF) Fold Change -log(FDR) Gene Symbol (NSAF) (NSAF) Fold Change -log(FDR)
Coltal 0.08657  0.04396 0.508 7505 Serpinh1 0.01095 0.01280 1.169 1682
Colta2 005953 0.02988 0.502 1.618 Serpinf1 0.00355 0.00299 0.842 1.148
Col12a1 0.00940  0.00572 0.608 1.809 Serpinatd 0.00205 0.00061 0.297 1.266
Col3a 000781 0.00682 0.873 0.750 Serpina3k 0.00193 0.00187 0.972 0.364
Col5a1 000194 0.00066 0.339 1.710 Serpinate 0.00029 0.00020 0.697 0.898
Col6a 000150  0.00087 0.583 1.740 Kng1 0.00013 0.00028 2107 0976
Col2a1 0.00136 0.00128 0.943 0.743 F2 0.00012 0.00041 3.426 1.927
Col6a2 000123 0.00073 0592 2159 F10 0.00012 0.00022 1.821 0552
Col5a2 0.00098  0.00084 0.860 0.744 Serpinatf 0.00011 0 0
Col11a1 0.00034  0.00025 0.715 0.940 Pzp 0.00009 0.00056 6.281 5122
Col28at 0.00029 0 0 Hrg 0.00008 0.00015 1.847 0.660
Colga1 000028 0.00024 0.837 0.745 Tgm3 0.00006 0 0
Col16a1 0.00013  0.00009 0.661 0527 Plg 0.00005 0.00019 3.448 1.719
Col20a1 0.00006  0.00010 1674 0.864 Serpinatc 0 0.00160 n/a
Col14at 0.00004  0.00003 0.837 0.748 Serpinalb 0 0.00049 n/a
Col7at 0.00002 0 0 Plod1 0 0.00025 n/a
Serpina3n 0 0.00016 n/a
Ctsb 0 0.00011 n/a
Proteoglycans P4hat 0 0.00007 n/a
Control D14 N Plod3 0 0.00004 n/a
Gene Symbol (NSAF) (NSAF) Fold Change -log(FDR)
Lum 001131 0.00835 0.738 1.295 - .
Aspn 001064 0.00666 0.625 1.845 ECM-affiliated Proteins
Bgn 0.00769 0.00603 0.785 1.827 Gene Symbol Control D14 Fold Change -log(FDR)
Ogn 0.00232 0.00152 0.657 1.460 (NSAF) (NSAF)
Fmod 0.00147  0.00043 0.296 2279 Anxa5 001328 001172 0.882 1.146
Den 000001 000262 2.883 1465 Anxa2 0.01161 0.00758 0.653 2.366
Podn 0.00005 0 0 Anxat 0.00552 0.00396 0.717 2.705
Hspa2 000004 0.00009 2312 3.568 Lgalst 0.00362 0.00379 1.048 0.366
< Anxab 0.00244 0.00331 1.356 2425
. Hpx 0.00122 0.00168 1376 2.393
ECM Glycoproteins Lman1 0.00033 0.00060 1.818 3.003
Control D14 K Anxa4 0 0.00061 n/a
Gene Symbol (NSAF) (NSAF) Fold Change -log(FDR) Anxa? 0 000016 o/a
F”\;IJstn ggég;;t 0.010327 0‘892 0624 Anxa3 0 0.00013 n/a
gp .
Thn 0.00618 000309 0,500 2377 i'e”:f 8 888832 n/a
Aebp1 0.00172 0.00117 0.682 1.284 UL : L
Fgg 000105  0.00192 1.841 3.048
Fga 000099  0.00132 1.337 4824 Secreted Factors
Spp1 0.00097  0.00021 0221 2187 Control D14
Pcolce 0.0004 0.00093 2.341 3.481 Gene Symbol ,;’S";:) Nsap)  Fold Change  -log(FDR)
Fgb 000038 0.00085 2.228 1.734 (NS (NS
Thbs4 0.00024 0.00003 0.124 1.143 S100a6 0.00360 0.00130 0.362 1.942
Ibsp 0.00019 0 0 $100a4 0.00111 0 0
Thbs3 0.00018  0.00006 0.344 0.629 $100a11 0.00105 0.00225 2139 2573
Emilint 000012 0.00007 0.588 1.346 $100a9 0.00052 0.00174 3.371 1.382
Thbs1 0.00008  0.00015 1.790 0698 Wiikkn2 0 0.00006 /a
Fni 0.00006  0.00016 2.908 1.671
Vwaba 0.00006  0.00007 1.330 0935
Lamb3 0.00004  0.00002 0.576 0.427
Fbn1 0.00003 0 0 : Increased after OTM
Tne 0.00003  0.00004 1.149 0363 . Decreased after OTM
Sparc 0 0.00041 n/a
Srpx 0 0.00007 n/a
Lamc1 0 0.00004 n/a

Fig. S3. Fold change of each matrisome protein at the tension side of PDL. Proteins which
significantly increased and decreased on day 14 (D14) compared with the control were highlighted
in green and red, respectively. NSAF; normalized spectral abundance factor: FDR; false discovery
rate: OTM; orthodontic tooth movement.
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: ECM organization FDR=7.34e-27 6 : ECM organization FDR=2.14e-05
(R-MMU-1474244) (R-MMU-1474244)
: ECM-receptor interaction FDR=1.60e-03 () : Collagen biosynthesis and modifying enzymes ~ FDR=9.11e-11
R-MMU04512) -
( (R-MMU-1650814 )
: Keratan sulfate degradation FDR=5.45e-06

(R-MMU-2022857)

Fig. S4. Protein-protein interaction (PPI) enrichment analysis of matrisome-oriented DEPs in PDL.
PPI network analysis of matrisome-oriented DEPs at the mesial side (a) and distal side (b) of the PDL.
FDR; false discovery rate.
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G0:0006403: RNA localization

G0:0034248: regulation of cellular amide metabolic process
G0:0097435: supramolecular fiber organization
G0:0006886: intracellular protein transport

CORUM:132: CCT complex (chaperonin containing TCP1 complex)
WP310: mRNA processing

R-MMU-1474244: Extracellular matrix organization
mmu05014: Amyotrophic lateral sclerosis

R-MMU-6798695: Neutrophil degranulation

G0:1903829: positive regulation of protein localization
R-MMU-216083: Integrin cell surface interactions
R-MMU-109582: Hemostasis

Distal

G0:0033119: negative regulation of RNA splicing

0| WP662: Amino acid metabolism
00!

G0:0051156: glucose 6-phosphate metabolic process
mmu05100: Bacterial invasion of epithelial cells
G0:0052547: regulation of peptidase activity
mmu01200: Carbon metabolism
G0:0006091: ion of precursor ites and energy
R-MMU-156827: L13a-mediated translational silencing of Ceruloplasmin expression
G0:0048193: Golgi vesicle transport
mmu04141: Protein processing in endoplasmic reticulum
G0:0034622: cellular protein-containing complex assembly
G0:0045056: transcytosis
G0:0010638: positive regulation of organelle organization
G0:2000767: positive regulation of cytoplasmic translation
G0:0010038: response to metal ion
R-MMU-8957275: Post-translational protein phosphorylation
R-MMU-204005: COPIl-mediated vesicle transport
R-MMU-1169408: ISG15 antiviral mechanism
R-MMU-8964616: G beta:gamma signalling through CDC42
mmu05230: Central carbon metabolism in cancer
G0:2001242: regulation of intrinsic apoptotic signaling pathway
mmu04260: Cardiac muscle contraction
R-MMU-5628897: TP53 Regulates Metabolic Genes
mmu04610: Cq 1t and
WP4466: Oxidative stress and redox pathway
G0:0120035: regulation of plasma membrane bounded cell projection organization
mmu04964: Proximal tubule bicarbonate reclamation
G0:0000380: alternative mRNA splicing, via spliceosome
G0:0008637: apoptotic mitochondrial changes
G0:0060627: regulation of vesicle-mediated transport
R-MMU-194315: Signaling by Rho GTPases
mmu04918: Thyroid hormone synthesis

X itive regulation of dendritic spine development
G0:0090261: positive regulation of inclusion body assembly
G0:0043280: positive regulation of cysteine-type endopeptidase activity involved in apoptotic process
CORUM:495: Cytochrome bc1-complex, mitochondrial
R-MMU-168898: Toll-like Receptor Cascades
G0:0046033: AMP metabolic process
G0:1902229: regulation of intrinsic apoptotic signaling pathway in response to DNA damage
G0:0043403: skeletal muscle tissue regeneration
G0:1904026: regulation of collagen fibril organization
CORUM:414: (ER)-localized multiprotein complex, in absence of Ig heavy chains
G0:0051099: positive regulation of binding
G0:0055001: muscle cell development
G0:0071801: regulation of podosome assembly
R-MMU-109581: Apoptosis
R-MMU-76009: Platelet Aggregation (Plug Formation)
G0:0031589: cell-substrate adhesion
R-| MMU-445355 Smooth Muscle Contraction

1: intra-Golgi vesicle-mediated transport
: regulation of smooth muscle cell migration

G0:2001020: regulation of response to DNA damage stimulus
R MMU 8964539 Glutamate and glutamine metabolism

0:0030048: actin filament-based movement
GO 0051639: actin filament network formation
G0:0051702: biological process involved in interaction with symbiont
R-MMU-5627123: RHO GTPases activate PAKs
G0:0032410: negative regulation of transporter activity

G0:1902600: proton transmembrane transport
mmu00620: Pyruvate metabolism

pl
R-MMU-3000171: Non- -integrin membrane-ECM interactions
G0:0044282: small molecule catabolic process

| R-MMU-2022857: Keratan sulfate degradation

mmu0481 egulation of actin cytoskeleton
G0:0042060: wound healing

P GO:0009150: purine nbonucleohde metabolic process

Mesial

G0:0010288: response to lead ion

R-MMU-156842: Eukaryotic Translation Elongation
G0:0072583: clathrin-dependent endocytosis

CORUM:5142: DCS complex (Ptbp1, Ptbp2, Hnrph1, Hnrpf)
G0:0006418: tRNA aminoacylation for protein translation
G0:0039694: viral RNA genome replication

mmu04144: Endocytosis

G0:0018126: protein hydroxylation

G0:0019081: viral translation

G0:0045104: intermediate filament cytoskeleton organization
G0:0070487: monocyte aggregation
G0:0006826: iron ion transport
G0:2000009: negative regulation of protein localization to cell surface

G0:0035459: vesicle cargo loading

G0:0051648: vesicle localization

G0:0031584: activation of phospholipase D activity

G0:0006487: protein N-linked glycosylation

R-MMU-6806667: Metabolism of fat-soluble vitamins

R-MMU-983231: Factors involved in megakaryocyte development and platelet production
R-MMU-392517: Rap1 signalling

G0:0051131: chaperone-mediated protein complex assembly

G0:0048545: response to steroid hormone

Fig. S5. Enrichment analysis of entire DEPs in the PDL. (a) Pathway- and process-enrichment analyses of
entire DEPs in the mesial and distal sides of the PDL.



Nooi

Thant et al. Fig. S6

[2)
PG o
PR
P e““
o

Aoz
1
i : Matrisome protein-enriched area

gm}‘ e ecm

Local network cluster of DEPs at the mesial side PDL

#Term ID Term description FDR
CL:5816 SRP-dependent cotranslational protein targeting to membrane 1.98E-18
CL:5809 SRP-deendent cotra.nslatlonal protein targeting to membrane, 2.16E-18
and Ribosomal protein $30
CL:5810 cytosolic ribosome 3.39E-18
. mixed, incl. cytosolic ribosome, and Ribosomal protein
CLSTBL |7 ne/L30e/512¢/Gaddas family 6.758-15
CL:5817 cytosolic large ribosomal subunit 2.76E-10
CL:23123 Carbon and Pyruvate 4.10E-10
CL:13973 Extracellular matrix organization, and CSPG repeat 4.10E-09
CL:5821 cytosolic large ribosomal subunit 9.11E-09
CL:13974 Extracellular matrix organization 1.61E-07
CL:7322 C p ion of soluble antigens 7.97E-07
CL:9505 Electron transport chain, and mitochondrial proton-transporting 8.00E-07
ATP synthase complex
€L:8008 RNA reco;nmon motif. (a.k.a. RRM, RBD, or RNP domain), and 2.18E-06
KH domain
CL:7324 Proteasome 2.39E-06
CL:5824 cytosolic large ribosomal subunit 2.93E-06
CL:14216 Collagen biosynthesis and modifying enzymes 5.17E-06
CL:8006 RNA reco;nmon motif. (a.k.a. RRM, RBD, or RNP domain), and 5.17E-06
KH domain
CL:7130 proteasome complex, and Chaperone 1.60E-05
CL:5906 cytosolic small ribosomal subunit 7.84E-05
CL:14217 Collagen biosynthesis and modifying enzymes 8.17E-05
CL:7325 Proteasome 8.17E-05
CL:8013 mixed, incl. negative regulation of mRNA metabolic process, and 8.17E-05
paraspeckles
CL:5826 cytosolic large ribosomal subunit 0.00011
CL:9671 mitochondrial proton-transporting ATP synthase complex 0.00017
CL:7305 Rgg\flatlon of ornithine decarboxylase (ODC), and proteasome 0.00041
binding
CL:9674 proton-transporting ATP synthase activity, rotational mechanism 0.00042
CL:23127 Pentose phosphate pathway, and pyruvate metabolic process 0.00043
CL:8016 mixed, incl. negative regulation of mRNA metabolic process, and 0.0012
paraspeckles
CL:5911 cytosolic small ribosomal subunit 0.0016
CL:7240 Chaperonin TCP-1, conserved site 0.002
CL:5828 cytosolic large ribosomal subunit 0.0023
CL:8017 rT\lxed, incl. CRD-mediated mRNA stabilization, and RNPHF zinc 0.0033
finger
CL:5830 cytosolic large ribosomal subunit 0.0067
CL:23265 TCA cycle, and Aminotransferase 0.008
CL:10048 proton-transporting V-type ATPase complex 0.0094
CL:10051 proton-transporting ATPase activity, rotational mechanism 0.0246

3]

7a,Rps24,Rps27
Rps11,RpsS,Rplp1,Rps18,Gnb211,Rps26,Rps3al,Rpl28, Rpsdx, Rpl4, Rpl18a,Rpl26, Rps12,Rpl17,Rpl15, RpI36,Rps17,Rp|29, RpI3, Rpl23, Rpl23a,Rpl7a, RpI38, Tpt 1, Rpl35a,Rpl13a,Rpl12,
Rps15a,Rpl27a,Rps24,Rps27
Rps11,RpsS,Rplp1,Rps18,Gnb211,Rps26,Rps3al, Rpl28, Rpsdx, Rpld, Rpl18a,Rpl26, Rpl17,Rpl15,Rpl36, Rps17,Rpl29,Rpl3,Rp123, Rpl23a, Rpl7a,Rpl38, Tpt1, Rpl35a, Rpl13a,Rpl12,Rps15a
JRpl27a,Rps24,Rps27
Rps11,RpsS,Rplp1,Rps18,Gnb211,Rps26,Rps3al,Rpl28, Rpsdx, Rpl4, Rpl18a,Rpl26, Rps12,Rpl17,Rpl15, RpI36,Rps17,Rpl29, Rpi3, Naca, Rpl23,Rpl23a,Rpl7a,Rpl38, Tpt 1, RpI35a, Rpl13a R
pl12,Rps15a,Rpl27a,Rps24,Rps27

Rplp1,Rp128,Rpl4,Rpl18a,Rpl17,RpI15,RpI36,Rpl29,Rp13, RpI23,Rpl23a,Rpl7a, RpI38,Rpi35a,Rpl13a,Rpl12,Rpl27a
Ogdh,Eno2,Cs,Pgam1,Mdh2,Sdha, Tk, Aco2, Taldo1, Ldhb, Pdhal,Got2,Dlat, Pkm, Gpil, Eno3,Pgk1, Pgd,Aldoa, Mdh1, Ldha,Dld, idh3a,Tpil

Serpinf1,Col6al,Col6a2,Col1al, Fkbp11,Lamb3,Vtn,P4ha2, Aspn, Thbsd,Lamc1,Col5al, tgav, Thbs3, Emilin1, Col1a2,Pcolce, Col16a1, Tnn, Thbs1,Colgalt1, Fn1,Col12a1,Colgal,Col11a
1,Tnc,Col28a1

Rplp1,Rp128,Rpl4,Rpl18a,Rpl17,RpI15,RpI36,Rpl3,Rpl23,Rp|23a,Rpl7a, Rpl38,Rpl35a, Rpl13a,Rpl27a

Serpinf1,Col6al,Col6a2,Col1al, Fkbp11,Lamb3,Vtn, P4ha2, Lamc1,ColSal Itgav, Emilin1, Col1a2,Pcolce, Col16a1, Tnn, Thbs1, Colgaltl, Fn1,Col12a1,Colgal, Col11a1, Tnc,Col28al
Psmba,Psmd2,Psmb1,Psmd11,Psmb6,Psma6,Psmc6, Psmbs,Psma7,Psmc2,Psmad, Psmb3,Psma3

CoxSa,Ndufs3,Coxbe, AtpSe, Cyc1, AtpSo, AtpSb, AtpSal,Ugcre1, Ndufs1,Ndufad,Ugcre2, Coxdil, Cox7a2, AtpSk, UsmgS, AtpSd, AtpScL, AtpSf1

11f2,Khsrp,Caprin1, Sfpq,Dhx9,Hnmpk Hnrnpa1, Tardbp, ElavlL, Hnrpe, Hnrnpa3, Hnmpa2bl,Gapdh, Ptbp1, Hnrnpl, Purb
Psmba,Psmd2,Psmb1,Psmd11,Psmb6,Psma6,Psmc6,Psmbs,Psma7,Psmc2,Psmad, Psma3

Rpl28,Rpld,Rpl18a, RpI15,RpI36, Rpl3,Rpl23,Rpl23a, RpI38, Rpl35a, Rpl13a,Rpl27a

Serpinf1,Col6al,Col6a2,Col1al, Fkbp11,P4ha2,ColSal,Col1a2,Peolce, Col16a1, Colgalt,Colgal,Col11a1,Col28al

11f2,Khsrp,Caprin1, Sfpa,Cnbp,Dhx9, Hnrnpk, Hnrnpal, Tardbp, Elavi1, Hnmpe, Hnmpa3, Hnrpa2b1,Gapdh, Ptbp, Hnrnpl, Purb

Cct3,Psmb4,Psmd2,Psmb1,Psmd11,Psmb6,Psma,Psmc6,Psmbs,Cct5,Cct8,Psma7,Psmc2, Cet6a,Cct7,Psmad, Cct2,Psmb3,Psma3, Gtsel,Cetd
Rps11,RpsS5,Rps18,Gnb2I1,Rps26,Rps3al,Rpsdx,Rpl26,Rps17,Rps15a,Rps24.
Col6al,Col6a2,Col1al,P4ha2,Col5al,Col1a2,Peolce,Col16al,Colgaltl,Col8al,Coll1al,Col28al
Psmba,Psmb1,Psmb6,Psma,Psmc6,Psmbs,Psma7,Psmc2,Psmad,Psma3

11f2,5fpq,Dhx9, Hnrnpk, Hnrpal, ElaviL, Hnrpe, Hnrnpa3, Hnmpa2b,Gapdh, Ptbp1, Hnrnpl

Rpl28,Rpld,Rpl18a, RpI15,Rpl3, Rpl23,Rp|23a, RpI38, Rpl13a,Rpl27a
AtpSe,Atp5o, AtpSb, AtpSal AtpSk,Usmg5,AtpSd,AtpSc1,AtpSf1

Psmba4,Psmd2,Psmb1,Psmd11,Psmb6,Psma,Psmc6,Psmb5,Psma7,Psmc2,Psmad,Psmb3,Psma3,Gtsel

AtpSe,Atp50,AtpSb,AtpSal AtpSk AtpSd, AtpSc1 AtpSf1

Eno2,Pgam1, Tkt,Taldo1, Ldhb,Pkm,Gpi1, Eno3, Pgk1,Pgd, Aldoa, Ldha, Tpil
11f2,5fpq, Dhx9, Hnrnpk, Hnrmpe, Hnrpa3, Hnmpa2b, Gapdh, Ptbp1, Hnrnpl
Rps11,RpsS,Rps18,Rps26,Rps3al,Rpl26,Rps17,Rps15a,Rps24
Cet3,Cct,Cet8, Cct6a,Ct7,Cet2, Cetd
Rpl28,Rpld,Rpl18a, RpI15,RpI3, Rpl23,Rpl23a, Rpl13a

11f2,0hx9, Hnrpk Hnrpc,Hnrmpa3, Hnrnpa2b1, Gapdh, Ptbp1, Hrmpl
Rpl28,Rpld,Rpl18a, RpI15,RpI3, Rpl23,Rpl13a
Ogdh,Cs,Mdh2,Sdha,Aco2,Pdhal,Got2,Dlat,Mdh1,Dld,idh3a

Atp6v1b2,Atp6viel,Atpévid,Atpévicl, Atp6v0d2,Atp6vih Atpévia
Atp6v1b2,Atpéviel Atp6vid,Atpévicl Atpbvih Atp6via

Fig. S6. PPI enrichment analysis of the entire DEPs at the mesial side of the PDL. The results were generated by
STRING v.11.5. *: Matrisome protein-enriched area
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#Term ID Term description FDR
CL:5815 cytosolic ribosome 4.00E-22
CL:5816 SRP-dependent cotranslational protein targeting to membrane 5.49E-22
CL:5809 SRP-deendent cotra.nslatlonal protein targeting to membrane, 7.00E-22
and Ribosomal protein $30
CL:5774 cytosolic ribosome, and Elongation factor 7.34E-20
CL:5817 cytosolic large ribosomal subunit 5.43E-12
CL:8013 mixed, incl. negative regulation of mRNA metabolic process, and 711E-12
paraspeckles
CL:5821 cytosolic large ribosomal subunit 1.17E-11
€L:8008 RNA recognmon motif. (a.k.a. RRM, RBD, or RNP domain), and 5.66E-10
KH domain
CL:8016 mixed, incl. negative regulation of mRNA metabolic process, and 161E-09
paraspeckles
CL:8017 rT\lxed, incl. CRD-mediated mRNA stabilization, and RNPHF zinc 6.32E-08
finger
CL:5824 cytosolic large ribosomal subunit 8.51E-08
CL:8018 mixed, incl. pre-mRNA binding, and RNPHF zinc finger 1.72E-06
CL:5906 cytosolic small ribosomal subunit 3.28E-06
CL:5826 cytosolic large ribosomal subunit 4.57E-06
CL:8020 mixed, incl. RNPHF zinc finger, and mRNA CDS binding 6.17E-05
CL:5911 cytosolic small ribosomal subunit 9.91E-05
CL:7240 Chaperonin TCP-1, conserved site 0.0021
CL:5828 cytosolic large ribosomal subunit 0.0022
CL:14216 Collagen biosynthesis and modifying enzymes 0.0026
CL:7324 Proteasome 0.0029
CL:8022 mixed, incl. mRNA CDS binding, and RNPHF zinc finger 0.003
CL:7130 proteasome complex, and Chaperone 0.0055
CL:5830 cytosolic large ribosomal subunit 0.0063
CL:13974 Extracellular matrix organization 0.0082
CL:18051 mlxed( incl. S-100/1CaBP type calcium binding domain, and 0.0082
Annexin
CL:39109 Intermediate filament protein 0.0094
CL:18052 $-100/1CaBP type calcium binding domain, and Annexin 0.0196
CL:23123 Carbon i and Pyruvate i 0.027
CL:21623 mixed, incl. membrane coat, and retromer complex 0.0308
CL:39112 Intermediate filament protein 0.0308
CL:14217 Collagen biosynthesis and modifying enzymes 0.0415
CL:39117 Intermediate filament protein 0.0415

RpsTLRpIpLRps I8,Rps 12,
a,Rpl13a,Rpl12,Rps13,Rps27
Rps11,Rplpl,Rps18,Rps14,Rps3al, Rpl6, Rpi28, Rps3,Rpl21, Eef2, Rpl18a,Rps21,Rps7, Rpl17,RpI15,RpI36, Rpl3,Rplp2, Rplp0,Rpl34, Rps2, Rpl23a,Rpl 11, Rps8, Rpl38, Rps19, Rpi35a,Rpl13
a,Rpl12,Rps13,Rps27

Rps11,Rplpl,Rps18,Rps14,Rps3al, Rpl6, RpI28, Rps3,Rpl21, Eef2, Rpl18a,Rps21,Rps12,Rps7, Rpl17,Rpl15,Rpl36, RpI3, Rplp2, Rplp0, Rpl34,Rps2, Rp|23a, Rpl11,Rps8, Rp138, Rps 19,Rpl36
a,Rpl35a,Rpl13a,Rpl12,Rps13,Rps27

Rps11,Rplp1,Rps18,Rps14,Rps3al, Rpl6, RpI28, Rps3,Rpl21, Eef2, Rpl18a,Rps21,Rps12,Rps7,Rpl17,Rpl15, Rp136, Rp13, Rplp2, Rplp0, Rpl34, Eef1d,Rps2, Rpl23a, RpI11,Rps8, Rpl38, Rps19,
Rpl36a,Rpl35a,Rpl13a, Eef1b2,Rpl12,Rps13,Rps27

Rplp1,Rpl6,Rp|28,Rpl21, Rpl18a,Rpl17,Rpl15,RpI36,Rpl3, RpIp2, Rplp0, RpI34,Rpl23a,Rpl11,RpI38, Rpi35a,Rpl13a,Rpl12

Ptbp2,Nono, Dhx, Hnrpk, Hnrnpal, Hnrnpu, Rbmxi1, Pebp1, Syncrip,Srsf7, Pebp2, Elavi, Hnmpe, Hnmpm, Matr3, Ptbp1, Hnrpf, Hnrnpl
Rplp1,Rpl6,Rp|28,Rpl21, Rpl18a, Rpl17,Rpl15,Rpl36,Rp13, RpIp2, Rplp0, Rpl34, Rpl23a,Rpl11, RpI38, Rpl35a,Rpl13a

Khsrp,Ptbp2,Nono,Dhx9, Hnrnpk, Hnrnpal, Hnrmpu, RbmxI1, Pebp1, Syncrip,Srsf7, Pebp,Elavi1, Hnrpe, Hnrnpm, Matr3, Ptbpa, Hnrnpf, Hnrnpl

Ptbp2,Nono, Dhx9, Hnrpk, Hnrnpu,Pebpl, Syncrip,Srsf7, Pebp2, Hnrnpe, Hnrnpm, Matr3, Ptbpa, Hnrnpf, Hnrnpl

Dhx9,Hnrnpk,Hnrnpu,Pcbp1,Syncrip,Srsf7,Pcbp2,Hnrpc, Hnrnpm, Matr3,Ptbp1, Hnrnpf, Hnrnpl

Rpl6,Rpl28,Rpl21,Rp|18a,Rpl15, RpI36,RpI3, RpI34,Rpl23a,Rpl11, RpI38, Rpl35a,Rpl13a

Hnrmpk Hnrmpu,Pcbp1,Srsf7,Pcbp2, Hmpc, Hnrnpm, Matr3,Ptbpd, Hnrmpf, Hnrmpl
Rps11,Rps18,Rps14,Rps3al,Rps3,Eef2,Rps21,Rps7,Rps2,Rps8,Rps19,Rps13

Rpl6,Rpl28,Rpl21,Rp|18a,Rpl15, Rpl3,Rpl34,Rpl23a,Rpl11,Rpl38, Rpl13a

Hnrmpk Hnrpu,Pcbp1,Pcbp2, Hnrnpe, Hnrpm, Ptbpd, Hnrnpf, Hnrnpl
Rps11,Rps18,Rps14,Rps3al,Rps3,Rps21,Rps7,Rps8,Rps19,Rps13

CetS,Cet8, Cet6a,Cet7,Cet2, Tepl, Cetd

Rpl6,Rpl28,Rpl18a, RpI15,Rpi3, Rpl34,Rpl23a, Rpl13a

Col6a2,Plod3,Pahal Plod1, Leprel2,Peolce, Colgalt1,Crtap, Lepre1,Col7a1,Col28a1

Psmd2,Psmd11,Psmb6, Psma,Psmd6,Psmcs, Psmd1,Psmd8,Psma3
Hnrmpk,Hnrpu, Hnrnpe, Hnrnpm,Ptbpd, Hnrpf, Hnrnpl

Psmd2,Psmd11,Psmb6, Hspad, Psmas, Psmd6, Psmc6, Ccts,Cct8, Psmd1,Cetba,Cet7,Cct2, Psmds, Tepl, Psmas3, Cetd
Rpl6, Rpl28,Rpl18a, RpI15,Rpi3, Rpl34,Rpl13a

Col6a2,Plod3,Cd44,Pahal Plod1,Leprel2,Lamcl, Fon1,Peolce, Tnn,Colgalt1,Crtap, Lepre1,Col7a1,Spp1,Col28a1, Hspg2

5100a4,Anxa11,Anxal,5100a11,Anxa3,Anxa2,Anxa7, Ptgfrn, Anxa6,Anxad

Krt31,Krt33a,Krt84,Krt18,Krt34,Krt33b, Krt35 Krt36, Krt32,Tgm3
5100a4,Anxal1,Anxal,$100a11, Anxa3, Anxa2, AnxaZ, Anxab

Gépdx,Pgam1,Mdh2,Sdha, Tkt,Aco2,Pgk2,Pdhal,Pck2, Gpil, Pepd,Pgd,Idh1,Acol
Ap2b1,5nx3,Ehd3,Vps35,Snx2,Picalm,Dnm3,Dnm1,Cltb,Rabdb, Ehd2, Cltc,Clta, Tpd5212,Ap2al
Krt31,Krt33a,Krt84,Krt18,Krt34,Krt33b,Krt35,Krt32,Tgm3

Col6a2,Plod3,Pahal, Plod1,Leprel2,Peolce, Colgalt1,Col7a1,Col28a1

Krt31,Krt33a,Krt84,Krt18, Krt34,Krt33b,Krt35,Krt32

Fig. S7. PPI enrichment analysis of the entire DEPs at the distal side of the PDL. The results were generated by
STRING v.11.5. *: Matrisome protein-enriched area



