1 MATATGVAEERLLAA—LAYLQCAVGCAVEA 29 F18405 5
1 MDLSAASHRIPLSDGNSIPIIGLGTY SEPESTPEGACATSVEVAIDTGYR-HIDGAYIEQ 59 P51857 A
- * - * * * - -
30 RNRQTNSVYGEHALPSHRL-———-RVPARAAWVVQELPSLALPLYQYA-————————————— 72 P18405 s
&0 NEHEVGEATI-REKIAEGEVRREDIFYCGELWATNHVPEMVRPTLERTLEVLOLDYVDLYT 118 P51857 iy
- .. * - - - * - -k - * - -

B SESAPELESAPNCILLAMFLVHYGHRCLIYEF 104 P13405 ]

119 IEVPMAFEPGDEI¥PRDEN-—————— GEWLYHESNLCATWEAMEACKDAGLVESLGVSNF 171 P518357 iy
* * % =% * * -

105 LMEGGKFEM PLLACTMAIMFCTCNGYLQSRYLSHCAVYADDWYV 146 P18405 ]

172 NREQLELILNEPGLEHEPVSNQVECHPYFTQPELLEFCQQHDIVITAYSPLGTSRNP———- 228 P51857 iy

* * * - . - * & - - * -

147 TDPRFLIGFGLWLTGMLINIHSDHILENLREPGD-——-———— TGYKIPRGGLFEYVTAANY 1939 P18405 ]

229 ————————- IWVNVSSPPLLEDALLNSLGERYNETAAQIVLRFNIQRGVVVI————-P—— 272 P51857 iy
. T : -

200 FGEIMEWCGYALASWSVQGAAFAFFTFCFLSGRAKEHHE—————————— WYLREFEEYPK 249 P18405 5

273 —————— KSFNL———ERIEKENFQIFDFSLTEEEMEDIEALNENVREVELLMWRDHPEYPE 322 F51857 A

* * -k k- * - * * %+

250 FREIIIPFLF 25% ©P12405 S5A1 HUMAN
323 HDEY-—————-— 32& P5l1857 AK1D]1 HUMAN

Supporting Figure S3. 5AR type 1 and 5BR sequence alignment. Binding site residues are sharpened in light green; active site
residues are sharpened in olive green.



