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-KKDKRRHDVHRRCSPQR-------------TTTNDLTHAQEEEIMSLQMKHTDLDHECE 

-KKDKRRHDVHRRCSPQR-------------TTTNDLTHAPEEEIMSLQMKHTDLDHECE 

YRKDKRRQEPLRQPSPQRG------------AGAPELGAAPEEELAALQLG--PTHHECE 

YRKDKRRQEPLRQPSPQRG------------TGAPELGTAPEEELAALQLG--PTHHECE 

YKKDKRRHETHRRPSPQR-------------NTTNDIAHIQNEEIMSLQMKQLEHDHECE 

YKKDKRRHETHRHPSPQR-------------NTTNDITHIQNEEIMSLQMKQLEHDHECE 

-KRDRRQELRCRRLSPPGGS-GSGVPGGGPLLPAAGRELPPEEELVSLQLK-----RGGG 

-KRDRRQELRCRRLSPPGGS-GSGVPGGGPLLPTAGRELPPEEELVSLQLK-----RGGG 

YKKDKRRHETHRRPPPPRPPQAPPSAAAADRNPRPDPGPAGRRGGECGAVVTAMAAEASA 
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Figure 3-figure supplement 1 


