
Ola19

Dre12

ARHGAP17 (1 of 2)
ENSORLG00000009489ENSORLG00000005381ENSORLG00000002977

ENSORLG00000009433ENSORLG00000005292ENSORLG00000003163O42129_ORYLA
EGR2 (1 of 2)ENSORLG00000012193PCDH21 (1 of 2)ENSORLG00000006692ENSORLG00000005053ENSORLG00000004106Q8AYQ0_ORYLACSDC2 (1 of 2)

ENSORLG00000013594ENSORLG00000012469ENSORLG00000011638SCD (1 of 2)ENSORLG00000006512ATRNL1 (1 of 2)C17orf70 (1 of 2)ERCC4TEF  (2 of 2)
EXOC6  (2 of 2)ENSORLG00000013524ENSORLG00000012549ETV4C10orf2 (1 of 2)PMP22 (1 of 2)ENSORLG00000010148DDIT4 (1 of 2)ENSORLG00000006351ENSORLG00000004889UQCRC2 (1 of 2)RSL1D1ZC3H7B (1 of 2)

RFNGMAP2K4 (1 of 2)NFE2L1MEOX1CCDC56CDC42EP4 (1 of 2)PTPRE (1 of 2)ENSORLG00000009132ALDH18A1  (2 of 2)CABP5 (1 of 2)TDRD1MYST2  (2 of 2)TECPR1 (1 of 2)GSPT2L3MBTL2
MBTD1IPMKPLAU (1 of 2)ARG1KDELR2 (1 of 2)CDK5RAP3SOSTSCN4A  (2 of 2)SGCASDK2 (1 of 2)GLUD1ENTPD1LHPPSLC18A3ENSORLG00000008980ZNF668C16orf53TMEM20NHLRC2KCNH4 (1 of 2)MYOF (1 of 2)EIF2AK1TOM1L2  (2 of 2)DMC1JOSD1

STXBP4BMS1TFAMMAP2K6 (1 of 2)HEATR1WDR45LTUBGCP2TBKBP1ACSL5LZTS2 (1 of 2)PRDM7ARL3 (1 of 2)MTA3DOCK1BUB3GHITMC10orf104ADKZDHHC6RNF40MMP25TBX6ATP2A1 (1 of 2)NGFR (1 of 2)PDE6CDNMBPGHDCPRKAR1ADLGAP5ATPAF2TOMM22XRCC6
EME1REEP3MTRBTBD17 (1 of 2)A1CFMETTL9SRCAPPNPOWNT3TECTBG6PC3TEKT3PGS1SEC24CFSHRBCCIPACADSBFBXL15PPA1  (2 of 2)VCL (1 of 2)MED24KCTD5ANKFN1MAPK7NIF3L1PAQR4TACO1MPP3  (2 of 2)VWA2CPN1GPAMITGA3SLC38A10C7orf28BPGPCPPED1CBY1ACO2MAPK8 (1 of 2)

ENSORLG00000011293
ENSORLG00000011146

ENSORLG00000010994
C17orf28 (1 of 2)Q9PVR5_ORYLATTYH2 (1 of 2)ENSORLG00000010474

ENSORLG00000013732Q3V611_ORYLATRIM8 (1 of 2)ENSORLG00000009903ENSORLG00000003128
USH1G (1 of 2)ENSORLG00000013613Q3V613_ORYLASFXN2DHX32 (1 of 2)ENSORLG00000005533ENSORLG00000004487TRRAP  (2 of 2)ENSORLG00000002785

KCNJ16DHRS7C (1 of 2)CBX1  (2 of 2)ENSORLG00000011732Q4W888_ORYLAENSORLG00000009722TRPM4  (2 of 2)ENSORLG00000005495WIPI1 (1 of 2)NEURL2CDC42EP1 (1 of 2)
GPRC5C (1 of 2)ABCA5MRPL10TMEM180ENSORLG00000010820MMP21CHST3 (1 of 2)ENSORLG00000006549PCDH15FSCN2  (2 of 2)C16orf73RANGAP1

PDE6GC17orf48  (2 of 2)PDK2TANC2 (1 of 2)SOCS3MYOZ1  (2 of 2)FAM53B (1 of 2)ENSORLG00000009291ENSORLG00000008384Q76BG1_ORYLAGFRA1  (2 of 2)MPP2 (1 of 2)CYTH3 (1 of 2)MLST8CHADL (1 of 2)
MRPL27NPLOC4GLP2RSLC16A5PSMD11  (2 of 2)MRPL43PPP1R9B (1 of 2)EEF2KSNCG (1 of 2)HPDLLRIT1 (1 of 2)ZMIZ1 (1 of 2)ENSORLG00000008375CA4 (1 of 2)TAOK2  (2 of 2)ENSORLG00000005645AFAP1L2TOP2ADLX3BIRC5BHLHA15LCMT1ENSORLG00000002496

HTRA1ADOKIF19SULT2A1MYOCDTAP2 (2 of 2)Q766D2_ORYLAVPS25COX10POLR3EMSH2OATO42442_ORYLAO93447_ORYLAZNF646PRR12 (1 of 2)EIF3CLMTO1PGAP3C10orf4C10orf118TUT1AARSD1NHP2L1TMEM130AQP8KCTD17C10orf72 (1 of 2)
COX11NRBF2JAKMIP3KCNJ2AZI1FASNPTSFOXK2  (2 of 2)CHMP2AATAD4DHX8WNK4RPL38PRSS12CHAC2UROSCPXM2ASCC1PPIFVTI1APHKG2IRF3TESSP5KIF22PELOERBB2PSMC5RBP4DCLRE1AACEFAM20APMS2L11NOXO1Q8JIM9_ORYLAPHF5AARHGAP22 (1 of 2)

ENSDARG00000016923
ANKFN1  (2 of 2)ENSDARG00000058668

ENSDARG00000044445TTYH2 (2 of 3)ENSDARG00000079040ANKFN1 (1 of 2)ENSDARG00000076704ENSDARG00000002956
PCDH21 (2 of 2)hs3st3b1bENSDARG00000060680STXBP4 (1 of 2)znf668A1L1X7_DANRELOC560635A0PJR2_DANREzgc:103767zgc:110030hs3st3l

MMP21zgc:64114Q1RLR1_DANREQ08C12_DANREim:6896251DNMBPLOC558772ENSDARG00000076081LOC564059ercc4LOC100006678MKL1 (1 of 2)ENSDARG00000007906zgc:162204zgc:112184zgc:73060zgc:112176
zgc:162918zgc:110659zgc:165670LOC564522sfxn2LOC556057rnf40LOC797797LOC556826hbbe2cpped1LOC568267zgc:162187eif2ak1tubgcp2zgc:171724MMP25  (2 of 2)TANC2 (1 of 2)zgc:194486
zgc:64220ENSDARG00000042794LOC100006246sc:d805LOC100001432tha1si:ch211-208d15.5ENSDARG00000076776AFAP1L2phkg2TBKBP1sncgbLOC565514zgc:158752gspt1l3mbtl2A9JRY9_DANREzgc:55344LOC561787reep3myst2zgc:158281zgc:123217ENSDARG00000052772GLP2Rzgc:64213

urosGHITMENSDARG00000038226zgc:85882ttyh2map2k6socs3bzgc:101662wu:fa04d12fshrwnt3gfra1bcdkrap3wu:fc30c07ldb3bzgc:153278aqp8admc1cby1josd1mlst8LOC799884zgc:158759zgc:158782nhp2l1si:ch211-146f4.3nrbf2aarsd1pde6cTRPM4   (3 of 5)LOC559902fam20absk146foxk2
bub3scdppwu:�90d02pax2bLOC567443rpl38LOC563263birc5aMRPL43fasncpn1aldh18a1nrxn1aNHLRC2bms1lpnpothrabzgc:92347bc2zgc:101094tomm22phf5axrcc6zgc:92822zgc:113026dlgap5peloghdclTRRAP (1 of 2)psmc5heatr1adoazgc:153358dlx4ba1cfrbp4scn4aamapk7tbx24WNK4rfngLOC555573bsk146wdr45l

PRR12 (1 of 2)
ENSDARG00000031588NP_001137376.1

zgc:100980B0R112_DANRELOC558198TRPM4    (4 of 5)ENSDARG00000045265
zgc:136337LOC557135LOC100002938LOC100006709TRRAP  (2 of 2)TRPM4     (5 of 5)zgc:175222

zgc:171664OAT (2 of 2)ENSDARG00000003077ENSDARG00000033824zgc:101843ENSDARG00000061045ENSDARG00000074688ZC3H7B (1 of 3)zgc:172061ENSDARG00000078830zgc:153760zgc:175222
ZMIZ1 (2 of 2)VCL (2 of 2)LOC100000050LOC100000501socs3bzgc:92083ZNF646  (2 of 2)hoxb5bcsdc2LOC100002190zgc:63504LOC100148378KIF22 (2 of 2)ENSDARG00000045253WIPI1 (2 of 2)

zgc:123307zgc:171978A5PLH6_DANREgprc5cfscn1lLOC561577vti1aLOC557112LOC794083LOC100001169LOC100000500LOC568219zgc:174622zgc:174164zgc:112254zgc:171485wu:fb81h03LOC100001920zgc:92313LOC564273zgc:153060
ENSDARG00000075712fam53bzgc:163009pde6gfscn1lsi:ch211-208d15.4zgc:110021im:7155161cbx1bzgc:112322SRCAPmeox1rangap1LOC100004729LOC100148532med24mpp2bexoc6ITGA3zgc:112184ca15cLOC799308zgc:158425MYOCD

LOC797452ASCC1 (1 of 2)LOC572518zgc:112964tekt3nploc4wu:fd10d12tha1C10orf2crygmxVWA2mrpl10mta3hoxb1bzgc:163057aco2ep300aatpaf2atp2a1leef2kprdm9erbb2zgc:158331AARSD1pde6cca15aaldoabzgc:162560prkar1abmapk8polr3esult2st2
JAKMIP3anxa11bmtradkbbccipDOCK1kif19pmp22bazi1wu:fd10d12birc5atimp2LOC568340zgc:162286entpd1msh2chac2dclre1awu:�51h04atad4bpsmd11bglud1bhoxb6bpea3zgc:110306tefsocs7pgpTOM1L2 (1 of 2)pms2bhlha15KCNH4 (2 of 2)top2auqcrc2ngfrlheatr1pth1rbegr2bdlx3bpcdh15brbp4ca15beif3czgc:171846sgcaptskdelr2lsult2st1

cyp26a1

cyp26a1

Ola18

Dre7

ENSORLG00000007026
ENSORLG00000008004ENSORLG00000006903

PYGM (1 of 2)ENSORLG00000007974ENSORLG00000006846
EHBP1L1ENSORLG00000007781ACADVLTMEM88  (2 of 2)

TAF6LENSORLG00000008504ENSORLG00000007968TESK1 (1 of 2)DVL2ENSORLG00000003689
Q6IEI5_ORYLAEIF4A1ENSORLG00000010098ENSORLG00000008422AADATTEX261WHSC2CIDEBSLC7A7ENSORLG00000006732C4orf44TMEM179BENSORLG00000004069ENSORLG00000003589

MTA2ENSORLG00000011589ENSORLG00000010593NDRG2KIAA1305CAPN1PFDN2INTUVAX2HAUS3DHRS4TM4SF5AGFG2DTX4  (2 of 2)RCOR2ENSORLG00000005383GIGYF1MUS81
MLLT3SF1EML3FXR2ENSORLG00000011214MPDU1ENSORLG00000010331KLHL33 (1 of 2)ENSORLG00000009044ITGB1BP2ACTN2MFAP3LF13A1GBA2SVEP1JUBTTC5MAN2B2SLC16A11TNK1CORO1BARL2BADTMEM151AEFNB3POP7DYSFCNPY3

ENSORLG00000010783ENSORLG00000003615
GAL3ST4ENSORLG00000008973FGF11 (1 of 2)

KIRREL (1 of 2)SNAPC2  (2 of 2)ENSORLG00000008438ENSORLG00000007266ENSORLG00000005756CHRNB1  (2 of 2)
ECSITNDUFS2MBLAC1ENSORLG00000010357TOX4 (1 of 2)ENSORLG00000008408ENSORLG00000007174Q5CB06_ORYLACLDN7 (1 of 2)

MAP4K2OTUB1SERPINE1CD248 (1 of 2)SUPT16HNP  (2 of 2)GAL3ST3PIK3C3SLC7A8METTL3ENSORLG00000006827PPP2R5BENSORLG00000003985ENSORLG00000003524
KIAA1797MEN1DOCK11ENSORLG00000011183AP1S1 (1 of 3)ENSORLG00000010157TMEM85CCNB3SF3B2CLCN3FAAH2TXNDC2ACIN1  (2 of 2)ENSORLG00000007150ACAP1PHF23MARK2GPHA2SLC3A2  (2 of 2)SYT4EPOENSORLG00000003518

ALPK1RG9MTD2TIFAMETTL12MTMR1ACHEENSORLG00000010154LPCAT4CLCN5HTR2CVBP1PACS1RIN1NIT1INO80BRGP1NAT8LGMPR2LRP10OXA1LCLDN15NTN5TRIP6PLSCR3NAT11ENSORLG00000005511Q66NG0_ORYLAENSORLG00000004084C17orf61

NP_001123365.1
ENSDARG00000036382

zgc:175099
B8JI39_DANRELOC556869ENSDARG00000061850

zgc:101765zgc:109889zgc:92192tm4sf5ENSDARG00000036414
LOC562282zgc:153369zgc:92192tmem88bLOC569184AGFG2  (3 of 3)EHBP1L1  (2 of 2)zgc:101810

ENSDARG00000056781b3gat3TESK1 (2 of 2)LOC557584LOC100005295zgc:113025zgc:158423zgc:114045LOC557363LOC564450KLHL33   (4 of 5)
LOC100002719MARK2  (2 of 2)zgc:153228ACIN1 (2 of 2)pygmbchrnb1B0V3D9_DANRELOC795086TMEM151A (2 of 2)mta2LOC557798NP_001122059.1zgc:101847
mtmr1anat11zgc:113305SVEP1LOC100151479rbm4.3zgc:110256GIGYF1 (1 of 2)acadvlLOC792742slc7a7EML3six7INTUzgc:55262si:dkey-28d5.13KIAA1305A8WGT4_DANRE

tnk2mpdu1balox12krcpgba2wu:�75f03LRP10syt4sf1fxr2fgf11pop7efnb3sat2slc3a2dvl2mus81ttc5LOC100000144rtn3nitr1lpfdn2AADATLOC570848LOC559125LOC560359ENSDARG00000076051

B0R034_DANRENP (2 of 3)
LOC565556ENSDARG00000007199LOC100007704LOC556158NP_001122261.1Q3B7Q6_DANREzgc:136773

serpine1si:rp71-50c18.1zgc:136869ENSDARG00000076443LOC100004057zgc:153917LOC100003570NP_001120780.1RIN1 (2 of 2)PACS1 (1 of 2)
zgc:77051ap1s1LOC100005422faah2bLOC100006636zgc:92429LOC556323ENSDARG00000078051zgc:110591kirrelcoro1becsitLOC793570C20orf27nit1actn3bLOC100151520
eif4a1aSNAPC2zgc:103658pik3c3zgc:92903zgc:65987B8JHQ6_DANREepocldn15lcnpy4TRIP6zgc:194655ndufs2LOC798497men1btr06A3KFQ1_DANREzgc:110022wu:fb78c02GAL3ST3TOX4 (2 of 2)zgc:77852

phf23bLOC564200achebadrcor2otub1rgp1zgc:162648JUBcidebvbp1tnfsf10lTIFAmettl3prkriLOC796299zgc:64136oxa1lmllt3zgc:162651map4k2lbtr05A3KFQ1_DANREADAMTSL1vax2f13a1zgc:153347npKLHL33 (2 of 5)KLHL33  (3 of 5)wu:fq44d08ALPK1zgc:77292

cyp26b1

cyp26b1

Ola15

Dre17

ENSORLG00000005239
P4HA1 (1 of 2)

ENSORLG00000005058SLC16A12 (1 of 2)
Q76K57_ORYLAGRID1  (2 of 2)ENSORLG00000003827

Q90XP0_ORYLAWAPAL  (2 of 2)MRPS5ENSORLG00000001801
SMNDC1FAM175BPHYHIPPLEKHA1KCNH1 (1 of 2)PCGF5PELI1 (1 of 2)KCNK18KIAA1841

SGMS1GON3_ORYLACUZD1BICC1ECDTMEM26PANK1HTR7ABHD12C2orf86THUMPD2EXO1PEX13SOCS5

ENSORLG00000006231SLC22A15
SORCS3   (3 of 3)TBC1D12

MINPP1 (1 of 2)ENSORLG00000005765CCDC6SPTBN1  (2 of 2)
Q56VC6_ORYLADHX32  (2 of 2)SLC16A9SLC8A1EHBP1SLC18A2

ADD3  (2 of 2)IKZF5 (1 of 2)GREM2ANKRD23Q801E7_ORYLAEDARADDATP6V1B2
PAPSS2BNIP3METTL10ANK3RGS7FAM149B1HHATNPHP1KIF20B (1 of 2)ENTPD6PYGBUGP2 (1 of 2)YIPF4XPO1 (1 of 2)HSPA12A

zgc:85662Q2LGG2_DANRE
EHBP1LOC556262

im:7151655slc16a9a
LOC793185SLC16A12ANK3  (2 of 3)

LOC100148595pex13pank1aLOC566761LOC794507
LOC793756slc18a2LOC100151027zgc:152930p4ha1zgc:158361

LOC558937Q58EF5_DANREQ1LYC0_DANREKCNK18zgc:65997yipf4plekha1zgc:123120LOC568201
LOC100002268NP_001038642.1kcnh1mdh1bzgc:91976KIF20B (2 of 2)slc8a1bikzf5ecdadd3bccdc6aabhd12socs4

LOC100149426
zgc:153026Q08CT5_DANREzgc:165580

ENSDARG00000076878zgc:153748wu:fc59a02LOC555913LOC100002201
zgc:110805zgc:158651ptenaLOC562111zgc:55521hmx3atp6v1bagnrh3entpd6
zgc:85800SPTBN5hhatzgc:153297faszgc:194668zgc:153680hmx2zgc:153612rgs7smndc1pygb

cyp26c1

cyp26c1

A

B

C

Additional Figure S1. Cyp26 orthologies between zebra�sh and medaka were supported by clusters of 
conserved synteny, which extends conclusions from zebra�sh to other teleost models. A: cyp26a1 in 
Dre12 and Ola19; B: cyp26b1 in Dre7 and Ola18; and cyp26c1 in Dre17 and Ola15. Cyp26 orthologs have 
been labeled with larger fonts, and names of gene neighbors can be surfed in the high-resolution pdf 
electronic �le.


