GR VEATLPOLTH I L.VSLLEVIEP VLYAGYDSSVPDS TWRIMTTLNMLGGRQVIAAVKWAK 580
PR GODIQLIPP .INLLMSIEPDVIYAG DITHPDT-SSLLTSLNOLG-RQLLSVVKWSKS 735
MR LSTISRALTH PVMVLENIEP IVYAGYDSS PDTAENLLSTLNRLAGKQOMIQVVKWAKYV 786
AR HIFNGYECQPIFLIVLEAJEPGVVCAG DINQPDSFAALLSSLN  LGERQLVHVVKWAK 721
H1 H3
F602
v
GR IPGFRNLHLDDOMTLLQYSWMFLMAFALGWRSYRQSSAN LIINEORM- 639
PR LPGFRNLHIDDQITLIQY|ISWMSLM/FGLGWRSYK!|VSG LILNEORM- 794
MR LPGFKNLBLEDQITLIQY|ISWMCLSSFALSWRSYK!|T LV 'NEEKM- 845
AR LPGFRNLHVDDOMAVIQY|ISWMGLM'/FAMGWRSFTN R LV 'NEYRM- 780
H3' H4 H5 B3 B4 H6
T668 S674/\V675 E684 EG88
v LA 4 V V
GR YDQCKHMLYVSSELHRIQVS 'EEYLCMKTLLILSSVE 692
PR YO ILCLTMWOIPOEF KLQVSQEEFLCMK' LLILNTIP 847
MR YEICOQGMHUISLOF VRIQLT'EEYTIMK LLILSTIPR 898
AR Y- OC/RMRHLSOEFGWLOITPQEFLCMKALLLFSIIH 833
H7 H8 B5 H9
K699 K703
V V
GR YIKELGK IV GN NWORFYQLTKLLDSMHEVVE  LLNYCFQTEFIDKT-MSIEFE 751
PR YIRELIK.IGL GVVSE SORFYQLTKLLDNLHOLVEQLILYCLNTEFIOSRALSVEFEH 907
MR YIKELRKMVT (JPNN-oGOCWORFYQLTKLLDSMHUOLVS  LL:UFCFYTER['SIHALKVEFE 958
AR YIKELDRIIACHRINPISCERRFYQLTKLLDSVOPIANELIOFTEDLLIKSHMVSVDEE 893
H10
GR MLAEIITNQIPKYSNG! |IKKL FHQK 777
PR MMSEVIAAQLPKII AG PL.FH'K 933
MR MLVEIISDQLPKVE G |AKHLYFH K 984
AR MM/ EIISVQVPKI .SGKHVKEIYFHTQ 919

AF-2

B6

Supplementary information, Figure 1A. Protein sequence alignment of the LBDs of GR, PR,

MR, and AR. The residues that were replaced to increase solubility are marked by “¥”. The

residues that were replaced to increase crystal packing are marked by “V”.



S674/V675

Supplementary information, Figure 1B. Positions of solubility mutations and crystallization
mutations. Upper panel: positions of mutations that help solubilize GR LBD; lower panel:
surface mutations that facilitated crystallization of GR LBD.



