Supplementary Figure 2

Blast query: human 115-HSD1

>SINCAMPO00000014194 1en=297 SINCAMT00000014325 SINCAMG00000009220
Leagth

Score = 335 bits (858), Expect = 3¢-92

Identities = 164/288 (36%), Positives = 221288 (76%), Gaps = 1/288 (0%)
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Sbjet:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
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MAFMKXYLLPILGLFMAYYYYSANEEFRPEMIQGKKVIVIGASKGIGREMAYHLAXMGAH
M F+XK L+ +LG+ +AYY++++ + F PEMI+GK+VIVIGAS GIG +MAYHLA+MG+H
MGFVKRML I FLLGIALAYYFFNSGDSFDPEMIRGKRVIVIGAS SGIGEQMAYHLAEMGSH

VVVIARSKETLQXVVSHCLELGAASAHY INGTMEDMT FAEQEVAQAGHKIMGGLIMLIINE
+++TAR K+ L+ VV+ CL+LGARSA Y+AG+MEDM FA+ V +A K GGLIMLILNE
ILITARRXQRLEAVVAKCLXLGAASADYVAGSME IME FARHVVKEAEKQFGGLIMLILNE

ITNTSLNLFHDDIHHVRESMEVNFLSYVVLTVARLPHMLEQSNGS IVVVSSLAGRVAYRMV
I+ F D+ H4R +E4NFLSYV 4TV A+PMLE+SNGSIVVVSS+AGK: P4V
IGSAYFRYFDGDVDHIRTLLE INFLSYVIMIVEAMPMLEKSNGS IVVVES IAGKIGNPLY

ARYSASKFALDGFFSSIRKEYSVSRVNVSITICVIGLIDIETAMKAVSGIVEMOAAPKEE
YS++KFALDGFESS+R+E+++ NVSITICV+ I+IE A+KA+S I+ APR+E
VBYSSTHFALDGEF SSLRQEFAMLNYNVSITICVISYINTEAAVERISHIIQQOPPAPXDE

CALEIIRGGALRCEEVYYDSSLWI-TLLIRNFCRKILEFLYSTSYNMD 287
CALEITHGGALR EVYY LL#R+ ++L+ +¥N+D
CALEI THGGALRNREVYYKYEFTKYVLLLRDWVPELLDAFIRKNYNLD 288

Bhast query: zebrafish 11p-HSD3a

>SINCAMPO0000008284 len=288 SINCA MT00000008368 SINCAMGO00000005417
Length

Score = 310 bits (793), Expect = 1e-84

Identities = 151/281 (53%), Positives = 206281 (73%), Gaps = 3/281 (1%)

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjcr:
Query:
Sbjct:
Query:
Sbjct:
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LCSICVAF IAVRWSA—-PSFNEESLXGARVIVIGASTGIGEQLAYHYARLGAQIVITAR
W+ AF A +F+ SL G RVI+IGAS GIGEQLAY Y+ GA +VITA+
VCARAAAFGASFFALMGRDAF DPGS LSGIRVLLTGASKGIGEQLAYQYSGFGADLVITAQ

RENVLEQVVSKCREMGAQXKAFY IPAIMANPSDADIVVKYATEQLGGLDYLVLNHIGPSPY
RG+ L++V KC E+Gh+ I ADMA+P +  VV++A+E+LGGLDYLVLNEIG +P+
REDALQXVADXCLELGAXNVR S IAAIMADPRNPXRVVOFALEXKLGGLDYLVLNHIGATPF

MWDGDVOHTRWLLEVN L SYLQMAQKALPTLEKSKGS IVVVSSLLGKICGPFALPYAST
QMWD D +HIRWL++VNFLS++++A ALP L XS GSIVVVSSL GKI PF ¥Y++T
QWDRDSEHTRWLMOVNELSEVELAGAALPFLTXSNGSIVVVSSLCGKIATPFIASYSAT

KEALNGEF GGLONELAMOXSNVSITICILGLIDI DSAMEX TKGY INMTAYPSHERALQI I
KFAL GFF L++ELAMQ+ +VS+T+C LGLIDT 5 +ERI+G ++M YP+ ++AL II
KFALGGEFT SLRHELRMQRKHVSVTLCFLGLIDIQSTLEKIQGILSMOPYPASDSALAIL

QAGATRQSESFYFWYTFYATLFROWFPYLRDEVIQNSYTYN 286
+ G IR E ++Fi+ + DWFP D++I+N+Y Y+
HGGMIRAREIYFPWWVDLVSKXLHDWFPEASDQMIRNAYNYS 287

Blast query: zebrafish 11§-HSD3b

>SINCAMP0000000S284 len=288 SINCA MT00000008368 SINCAMGO0000005417
Length = 288

Score = 303 bits (775), Expect = 2-82

Tdentities = 145/254 (57%), Positives = 199254 (78%)

Query:
Skjecs:
Query:
Sbjct:
Query:
Sbject:
Query:
Sbjct:
Query:
Shjct:
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SLMWRDIFDPESIRGTRVLITGASSGIGEQMAYHYAKFGAE IVITARRLEALKKVTQKCE
+LM RD FDP S+ GIRVL+IGAS GIGEQ+AY Y+ FGA++VITA+R +AL+KV KC
ALMGRDAFDPGSLSGTRVLLIGASKGIGEQLAYQYSGFGADLVITAQRGDALQXVADKCL

KLGAKK IMYVTGIMSDPADFERVLKYT IEKLGGLDFLVINHVGNINVGLWNRDADHVRSL
+LGAX + + IM+DP +P+RV+++ +EXKLGGLD+LVINH+G T +W+RD++H R L
ELGAXNVRS IAAIMACPRNFXRVVQFALEKLGGLDYLVINHIGATPFQUWDRDSERTRWL

MOVNEVSYVOMAGAALPVLET SGES IIVVSSLAGKIASPEVIPY SSTKFAMNGFFGALQK
MOVNF+S+V++AGAALP L 5 GSI+VVSSL GKIA+PF  YS+TIHFA+ GFF +L+
MOVNFLSFVELAGAALPFLIXSNGS IVVVSSLCGKIAT PFTASYSATKFALGGFFISLRH

ELAIQXSNVSVSIQILGLIDTE SAMRKIRGYTIMTAYPASERALSI IKAGATROKVATYP
ELA+Q+ +VSV++ LGLIDT+5 + KI+G +M YFAS++AL+IIK G TR + ++F
ELAMORXHVSVILCFLGLIDI QST LEXIQGILSMOPYPASDSALAI IKGGMIRAREIYTP

WEHYLTCLINDIFP 269

Blast query: human 11-HSD3

>SINCAMPO0000008284 len=288 SINCA MT00000008368 SINCAMG00000005417
Length =288

Score = 238 bits (608), Expect = 3¢-63

Tdentities = 123/234 (52%), Positives = 155234 (66%)

Quexy:
Sbjet:
Query:
Sbjct:
Query:
Sbjct:
Quexy:

Sbjec:
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200 DVNVAI

DNEDPASLOGARVLLIGANAGVGEELAYHYARLGSHLVLTAHTEALLQKVVGNCRKLGAP
D FDP SL G RVLLIGA+ G+GE+IAY Y+ G+ LV+IA LOXKV € +1GA
DRFDPGSLSGTRVLLIGASKGIGEQLAYQY SGFGADLVITAQRGDALOKVADKCLELGAK

KVEYIAADMASPEAPESVVQFALDKIGGLDYLVLNH IGGAPAGTRARSPQATRWLMOVNF
V IARDMA P P+ VVQFAL+XLGGLDYLVLNHIG P R+ TRWLMQWNF
NVRSIAADMADPRNPXRVVQFALEKIGGLDYLVLNHIGAT PEQMWDRDSEHT RWLMOVNE

VSYVRLTSRALPSLI DSKGXX XXX GRVFT SFSTPYSARKFALDGEFFGSLRRELDVQ
+S+4V+L ALPLT S G G++ T F+ YSA KFAL GFF SLR EL +Q
LSFVELAGARLPFLIXSNGSIVVVSSLCGKIATPFTASYSATKFALGGFFISLRHELAMD

TMCVLGLRDRASARERVRGVIRVKAAPGPKARLAVIRGGATRARGVEY 253
+V44T4C LGL D S E 4G+ ++ P  +ALA4I4GG TRA +4+
RXHVSVILCFLGLIDIQSTLEXIQGILSMQPYPASDSALAIIKGRITRAREIYF 258
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