
 
 
  Human  MDQNSVPEKAQNEADTNNADRFFRSHSSPPHHRPGHSRALHHYELHHHGVPHQRGESHHPPEFQDFHDQALSSHVHQSHHHSEARNHGRAHGPTGFGLAPSQGAVPSHRSYGEDYHDELQ 

Mouse  ...S.RRDESYH.THPGSL.---P..Q.H..PH.-------.PT..R---.N.G.VYYDS.QHGM.QQP---YQQ.GGF.QQNELQ.L.EFS-------D.HDNAF..H..QQ.RAGVST 
 
Human  RDGRRHHDGSQYSGFHQQSDSHYHRGSHHGRPQYLGENLSHYSSGVPHHGEASHHGGSYLPHGPNPYSESFHHSEASHLSGLQHDESQHHQVPHRGWPHHHQVHHHGRSRHHEAHQHGKS 
Mouse  LPNNIS.---A.G.S.PLAE.QHSG.PQS.P-----------------RIDPN..-----..QDD.HRP.EPL.HP.STG--S.QGTT.Q.YHE.---S..LNPQQN.D-.ADTISYRS. 
 
Human  PHHGETISPHSSVGSYQRGISDYHSEYHQGDHHPSEYHHGDHPHHTQHHYHQTHRHRDYHQHQDHHGAYHSSYLHGDYVQSTSQLSIPHTSRSLIHDAPGPAASRTGVFPYHIAHPRGSA 
Mouse  TRFYRSHA.F.-----RQERPHL.ADH.HEG..-AHS...E....KE----.R.Y.G.HMH.HI..-------------R.P.ASQLS.K.H.TLATS.SHVG.K-------------.T 
 
                                                                                                       S1           
Human  HSMTRSSSTIRSRVTQMSKKVHTQDISTKHSEDWGKEEGQFQKRKTGRLQRTRKKGHSTNLFQWLWEKLTFLIQGFREMIRNLTQSLAFETFIFFVVCLNTVMLVAQTFAEVEIRGEWYF 
Mouse  A.GA.YTFGA..---.IFG.AQSRE-.LRE.ASLSEG.DHV....K--A..AH..A.TG.I..L....ISH.LL.LQQ..LS.....G......I.......I......T.L........ 
 
                S2                                S3                           S4                                     S5         
Human  MALDSIFFCIYVVEALLKIIALGLSYFFDFWNNLDFFIMAMAVLDFLLMQTH--SFAIYHQSLFRILKVFKSLRALRAIRVLRRLSFLTSVQEVTGTLGQSLPSIAAILILMFTCLFLFS 
Mouse  .V.....LS...L..V..L.....E..Y.P.........V......V.L.INSL.YSF.NH...........M.............I...LH..A...SG.....T...T.......... 
 
                                 P                                S6                                  
Human  AVLRALFRKSDPKRFQNIFTTIFTLFTLLTLDDWSLIYMDSRAQGAWYIIPILIIYIIIQYFIFLNLVITVLVDSFQTALFKGLEKAKQERAARIQEKLLEDSLTELRAAEPKEVASEGT 
Mouse  V......QD............L.....M..........I.N............M...V...........A....N..M..L.....V.L.Q...VH....D....D.NK.DANAQMT.EA 
 
Human  MLKRLIEKKFGTMTEKQQELLFHYLQLVASVEQEQQKFRSQAAVIDEIVDTTFEAGEEDFRN 
Mouse  LKMQ...GM..N..V..RV.H.QF.....A...H........Y....L..MA....DD.YGK 

 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Supplementary Fig. 1.  Alignment of the complete CATSPER1 sequences of humans and mice.  The alignment is generated by 
CLUSTAL X with the default parameters.  “.”  represents an identical amino acid to the first sequence and “–” represents an alignment 
gap.  Six putative transmembrane domains are marked S1-S6 and the pore region P.  The boxed region is encoded by exon 1, which 
constitutes the majority of the intracellular N-terminus of this ion channel.  The C-terminus region that is downstream of S6 is also 
intracellular.   
 


