Table1

Gene symbol Higher in H than in PH zone | Higher in H than in PR zone
Fold change P-value Fold change P-value
Agpat9 = = 7.56| 1.93E-08
Agpat9 = = 6.45| 1.87E-06
Ank 9.77| 9.20E-09 511| 2.62E-07
Arhgap24 3.21| 7.62E-04 = =
Bmp6 = - 7.28( 1.98E-07
Cd44 6.77| 2.12E-06 5.12| 3.73E-06
Cd44 5.07| 3.85E-08 461| 1.13E-07
Cdkn2b - - 416| 6.59E-07
Dcn 3.08| 3.29E-03 = -
Dditdl - = 27.37| 3.32E-08
Dditdi - = 13.19 1.77E-07
Dditdl - = 8.63| 3.94E-07
Dnajb® - - 3.31| 4.55E-07
Dnajb9 - = 5.02| 2.08E-07
Fn1 3.64| 1.29E-06 17.61| 1.49E-05
Inhba 8.09( 7.48E-07 15.83| 8.09E-07
Jag1 11.73| 1.83E-04 - =
Kitl 448 1.35E-04 10.74| 2.53E-04
Map1b - = 4.29| 5.04E-07
Nr2f2 3.19| 3.78E-04 410| 1.68E-07
Nraf2 416| 7.94E-06 = =
Pecdh17 4.01| 2.30E-06 543| 2.37E-06
Pdgfra 7.64| 4.74E-07 3.31 5.09E-06
Pmepat 4.38| 3.02E-07 = =
Pigs2 13.26( 2.62E-09 49.11| 1.58E-09
Ptgs2 22.82| 4.94E-10 187.12| 9.16E-08
Rgce ~ = 7.53| 2.97E-08
Serpinet = = 10.13| 1.67E-04
Slit2 3.74| 4.87E-04 9.27| 8.91E-04
Siit2 3.89| 5.04E-07 18.03| 2.96E-08
Smad7 - = 6.94| 1.52E-07
Timp3 - = 7.09| 1.36E-06
Tnnt2 = = 3.82| 1.65E-03
Lower in H than in PH zone | Lower in H than in PR zone
Ao symbel Fold change P-value Fold change P-value
Hhip - - 5.95| 2.50E-08
Myrip = - 10.95| 4.88E-07
Ncapg - . 4.37| 3.82E-06
Ogn 3.43| 5.50E-06 18.38| 1.06E-08
Thbs4 523| 1.12E-08 3.05| 8.78E-08

Analyses based on Moderated T-test: Fold change =23 and P < 0.01
— =not significantly regulated




Table2

Higher in EC than in Ol | Higher in EC than in [l
Gene symbol

Fold change | P-value |Fold change|P-value
6330415B21Rik =) - 6.86 | 2.76E-04
Asb4 8.32| 6.56E-04 9.01|7.42E-05
Bmp7 = - 10.30 | 5.97E-03
Cdkn2b = - 3.32 | 4.66E-03
Dtna = = 3.83(3.23E-03
Gnald - = 7.52|7.55E-03
LtbpT - = 3.22 | 7.46E-03
Papss2 3.96 | 3.84E-03 8.19|2.87E-05
Prkg2 6.58 | 2.49E-03 6.80 | 1.49E-04
Gene symbol Lower in EC than in Ol | Lower in EC than in Il

Fold change | P-value |Fold change | P-value
Adamtsi2 5.06| 6.00E-03 - -
Cenji - - 7.43| 1.30E-04
Gas6 = = 4.87 | 7.24E-03
Hhip 3.92| 9.55E-03 - -
Hhip 11.52 | 1.94E-03 = =
Scara3 3.97|5.17E-03 = &=
Thbs4 7.98| 3.07E-04 23.66 | 6.33E-06
Wipf3 4.87| 1.35E-03 = -

Analyses based on Moderated T-test: Fold change = 3 and P < 0.01
- =not significantly regulated




(5102) ‘18

¢ aseuigjoidojelaw

Ja 'ng 1(2002) “7e jo ‘welqaues (010z) ‘12 J3 'SLIoW (¥L02) 1838 1 (y002) 1B 18 - o JOYGILN SES! gduwiy
yepionay (§102) ‘1. je Jsuipien {(0L0Z) e 3o ‘sesueld i(51.0z) ‘e je ‘spueiBesen jo Joyquyul I
(¥002) ‘e 1o ‘19sIe}y - £ Jaquisw Ajiwe} avINS lpewis
(1L661) “1e 2 ‘18n8liad — i i
euew “(0102) 1 Jo ‘sasuel {(4L07) Je Jo ‘SUEpInaD (966L) 18 12 auoieg (1002) 1 Jo ‘puesaneln) &7 (5002) ‘1 Jo ‘Okd | Jaquaw 3 Apuse} uidiag paurdiag
(2002) ‘e 3@ ‘Mo - 8l0A9 |20 Jo Joje|nbay 206y
(800Z ‘9002 ‘#002) "1& 18 ‘SapIBA ((Z002) 12 18 'DIoY (21.02) (L002) e o ‘puesaARID) 87 (2102) “IB Jo ‘Iend Z aseyjuhs zsbid
"2 j2 ‘leyn4 1(5L0Z) ‘7B Je ‘ued 1(5L0Z) 18 Jo ‘epuelbese) (1661) ‘e je Uy '(007) "1 Jo ‘puowing *(£002) ‘18 ja ‘uojaiddy |  apixosadopua-uipue|Be)sold
i . ‘ i i . . ] Z aseyjuis ejeynsoydsoyd-5
(#1L0Z) "1e 42 ‘o] {(LO0Z) "8 Je "epadl| (5002) "e J8 ‘uosulyaINH-pIO auisouspeoydsoyd-g zssded
(9102) '7e o ‘Buepn 1(5L02) ‘T8 @ ‘suewiyonp (g10Z) e Jo ‘noyd - uiohBosiso ubo
(g661) ‘e 38 ‘siwodan (£00%) “fe Jo ‘uojs|ddy pueBi| 11y Bpiy
(#1.02) “1e 18 ‘isses (8002) /e Jo 'uossiiey (G1.0z) “Je 1o ‘1aulpieD (£102) ‘Te jo ‘exyesoH '(5102) ‘e 12 ‘1aulpieD | pabbep voer
(0102) “1e 1o "!8M (L00Z) "1 12 ‘poomdoH (01L02) “12 J2 18/ Jungns \ ejaq uigiyuj Bqyu|
- (g102) e Jo ‘Buenyg | wiejord Bupoessu) oysbpaH diyH
(9002) “Je 1o "oez ‘(966l) ‘e . . ' . .
18 WBUM :(2002) 72 J “sovi1Ed (v861) “Te 18 BlliN (002) ‘T Ja ‘ozusion ‘(2g61) | (SE6K) T8 ﬁmcmN (¥861) 1M1 puB JjSINMA (2002)
i A " s 6 . 4 . ; e fe Ja "efpues (51.02) ‘7e Je 1supieD {(LL0Z) e | uioauoiql pud
[e jo ‘sauor {(8661) ‘e 9 ‘Blagpuewoy :(510z) ‘e Je 'isulpies (91.02) ‘e jo 15 ‘BUELD (@861, 086, G861) '8 18 Jalsnp-uoLng
‘uung ‘(9661 ‘Z661) ‘18 J8 "1BIleAsuD (pg6L) ‘e jo ‘ellowaused (100z) ‘1e jo Jaubly ' ’ '
(9661)
“Ji }8 ‘aj00d ‘(002) ‘18 18 "asolpN ((2661) “1e Je '8sseN H(g002) ‘e 18 ‘NN (9661) (5002 '2002) ‘1e 1o ‘Bunoy ((G661) e Je 'swepy uio2ag uag
“Je o ‘o (9661) ‘Je Je ‘opeinoq (5661) e @ ‘0qezs-sD {1002) /e ja Hoog
; €102) (5002) "1 10 'SSAIL !(L0Z) ‘e Jo ‘oY uabiue prao ¥pPO
“1e ja ‘Bueyz {(1661) “1e 19 ‘preebialso (£002) ‘e J8 ‘syand ((600z) 1e Je ‘uung - "
(5102) “1e Jo ‘lewuds (€002) /8 B / uiejoud sdlig
j ‘maywaly (000z) e 18 "eAeysuigny? {(go0g) ‘e je ‘oeuiqog {(v10z) ‘1e Je ‘elnug asuaboydiow auog
” ’ % q ¢ " . g ugjoid
(6002) “1e o ‘ajeqes-zayoues '(gL0z) “1e J8 Noud oneusboydiolw suog gdwg
(5002) ‘78 12 'BuepA H(a010Z ‘BOLOZ) ‘78 8 ‘UNS '$00Z ‘uosuyor (Z00g) ‘18 8 ‘8solH (9102) “fe 32 ‘nq sisojfyue anjssaibold yquy
(r1L02) “1e 3@ Buyjaug = z M-S LNVaY Zisyuepy
(vo (w0 Apea) o 104 (s)jspow jewiue oweu suss | [oquAs eusn

sje]) YO uym sjuaped jo abejyies uewny ul pajeinbai aq 0] umoys Aisnoiaaid

10 aBejjaes ul pajenbal aq 03 umoys A|snolrald

galqe]




Table4

Genesymbol | Gane name S pndisa? [ORCaINE
| | LtbpT Latent transforming growth factor beta binding protein 1 | Yes [49] Yes [53, 58]
| | Nr2fz Nuclear receptor subfamily 2 group F member 2 Yes [50] Yes [56, 57]
| Pdgfra Platelet derived growth factor receptor alpha Yes [51] Yes [59]
| | Prig2 Protein kinase, cGMP-dependent, type || Yes [52] Yes [57]
| Pmepaft Prostate transmembrane protein, androgen induced 1 No data available Yes [54-56]
| | Dditat DNA damage inducible transcript 4 like No data available Yes [53, 55]
| | Scara3 Scavenger receptor class A member 3 No data available Yes [53, 55]
| | Neapg Non-SMC condensin | complex subunit G No data available Yes [57]
| | Thbs4 Thrombospondin 4 No Yes [54, 57]
| | Map1b Microtubule associated protein 1B No Yes [53, 57]
| Agpat9 Glycerol-3-phosphate acyltransferase 3 No Yes [57]
| | Arhgap24 Rho GTPase activating protein 24 No Yes [57]
| | Cdkn2b Cyclin dependent kinase inhibitor 2B No Yes [57]
| | Dnajbe Dnad heat shock protein family (Hsp40) member B9 No Yes [56]
| | Gasé Growth arrest specific 6 No Yes [56]

Cenjl Cyclin J like No data available No

Myrip Myosin VIIA and Rab interacting protein No data available No

6330415B21Rik |- No data available No

Gnai4 G protein subunit alpha 14 No data available No

Asb4 Ankyrin repeat and SOCS box containing 4 No No

Dtna Dystrobrevin alpha No No

Pcdh17 Protocadherin 17 No No

Slit2 Slit guidance ligand 2 No No

Tnnt2 Troponin T2, cardiac type No No

Wipf3 WAS/MWASL interacting protein family member 3 No No

Table 4: TGFB-related genes that have not been previously implicated in OA. The 25 TGFB-related genes that
have not been previously associated with OA were further studied in literature to obtain indications for a potential
role in skeletal tissue development and homeostasis. Moreover, it was evaluated whether these genes were
regulated in human OA cartilage using published microarray studies.
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Figure3
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