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-------------------------------MSQPSHSIPSKHDVLFNEDIE-HDDHITH 
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------------------------------------------------------------ 

MAGQEDEYDPILDNKREAEAKSQVSVAADKNMAPSTSGTPIHRS-GSRPQLDLSKAEIQG 
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NFEQYEFTKTQSPLPLNGVRRRTAPLSADIGGTMTKIVFWIPGDTDIDLPK-YVEPEESV 

--DSLDKSITLPPDEIFRNLENAKRFAIDIGGSLTKLAYYSTVQHKVAKVRSFDHSGKDT 

------------MKIKDAKKPSFPWFGMDIGGTLVKLSYFEPIDITAEEEQEEVESLKSI 

NLEERDPTILL-----PNQSDDISHLALDIGGSLIKLLYFSRHEDYSNDDDKRKRT--IK 
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----------EREHEPP--YEISVQ--EEITARLHFIKFENTYIEACLDFIKDHLVN--- 

RKYLTSNVAYGSTGIRDVHLELKDLTLFGRRGNLHFIRFPTQDLPTFIQMGRDKNF---- 

----------ERLGITN--GNLRSY—PVLGGRLHFVKFETHKINECLDFIHSKQLHRRDP 
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EAITTMLTTWSSGSVDANFLEYDGYFGSIGALLLSEYEEE--LM---------------- 
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IC50 = 229.9 ± 10.1 µM IC50 = 254.1 ± 4.7 µM IC50 = 49.2 ± 4.8 µM 

IC50 = 193.7 ± 17.8 µM IC50 = 283.8 ± 28.7 µM IC50 = 165.7 ± 2.0 µM 

IC50 = 155.4 ± 10.1 µM IC50 = 131.3 ± 6.0 µM IC50 = 77.8 ± 4.4 µM 

IC50 = 228.8 ± 3.4 µM IC50 = 147.2± 6.8 µM IC50 = 346.4 ± 14.7 µM 

IC50 = 309.9 ± 14.9 µM 
IC50 = 26.3 ± 2.6 µM 
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