
hNFATc1         MPSTSFPVPSKFPLGPAAAVFGRGETLGPAPRAGGTMKSAEEEHYGYASSNVSPALPLPTAHSTLPAPCH 70

hNFATc2         ---MNAPERQPQPDG--------GDAPGHEPGGSPQDELDFSILFDYEYLNPNEEEPNAHKVASPPSGPA 59

mNFATc3         MTTANCGAHDELDFK---LVFGEDGAPAPVSQVSRPADLEPDDCASIYIFNVDPPPSTLNSSLGLPHHGL 67

mNFATc4         MGAASC-EDEELEFK---LVFGEEKEPPPLGPGGPGEELDSEDTPPCCRLALGEPLPYGAAPIGIPRPPP 66

hNFATc1-ca      MPSTSFPVPSKFPLGPAAAVFGRGETLGPAPRAGGTMKSAEEEHYGYASSNVSPALPLPTAHSTLPAPCH 70

hNFATc1         NLQTSTPGIIPPADHPSGYGAALDGGPAGYFLSSGHTRPDGAPALESPRIEITSCLGLYHNNNQFFHDVE 140

hNFATc2         YPDDVLDYGLKPYSPLASLSGEPPGR------FGEPDRVGPQKFLSAAKPAGASGLSPRIEITPSHELIQ 123

mNFATc3         LQS--HSSVLSPSFQLQGYKNYEGTGDISES---KYSPLGGPKPFECPSIQITSISPNCHQGTDAHEDDL 132

mNFATc4         PRPGMHSPPPRPAPSPGTWESQPARSVRLGGPGGNAGGAGGGRVLECPSIRITSISPTPDPPTSLEDTSE 136

hNFATc1-ca      NLQTSTPGIIPPADHPSGYGAALDGGPAGYFLSSGHTRPDGAPALESPRIEITSCLGLYHNNNQFFHDVE 140

                                                                     *

hNFATc1         VEDVLPSSKRSPSTATLSLPSLEAYRDPSCLSPAS---SLSSRSCNSEASSYESNYSYPYASP------- 200

hNFATc2         AVGPLRMRDAGLLVEQP--PLAGVAASPRFTLPVPGFEGYREPLCLSPASSGSSASFISDTFS------- 191

mNFATc3         HINDPEREYLERPSRDHLYLPLEPSYRESSLSPSP-ASSISSRSWFSDASSCESLSHIYDDVDSELNEAA 201

mNFATc4         TWGDGSPRDYPPPEGFGGYREAGGQGGGAFFSPSPGSSSLSSWSFFSDASDEAALYAACDEVESELNEAA 206

hNFATc1-ca      VEDVLPSSKRSPSTATLSLPSLEAYRDPSCLAPAA---ALAARACNAEAAAYEANYAYPYAAP------- 200

                                                              *  *

hNFATc1         ----QTSPWQSPCVSPKTTDPEEGFPRGLGACTLLGSPRHSPSTSPRASVTEESWLGAR------SSRPA 260

hNFATc2         -------PYTSPCVSPNNGGPDDLCPQFQN-IPAHYSPRTSPIMSPRTSLAEDSCLGRHSPVPRPASRSS 246

mNFATc3         ARFTLGSPLTSPGGSPGGCPGEESWHQQYGSGHSL-SPRQSPCHSPRSSITDENWLSPRPASG-PSSRPT 269

mNFATc4         SRFGLSSPLPSPRASPRPWTPEDPWSLYGPSSGGR-APEDS-----------WLLLSAPGPVP-ASPRPA 263

hNFATc1-ca      ----QTAPWQAPCVAPKTTDPEEGFPRGLGACTLLGAPQHAPSTSPRASVTEESWLGAR------SSRPA 260

                          *   *                         *                        

hNFATc1         SPCNKRKYSLNGRQPP----YSPHHSPTPSPHGSPRVSVTDDSWLGNTTQYTSSAIVAAINALTTDSSLD 326

hNFATc2         SPGAKRRHSCAEALVALPPGASPQRSRSPSPQPSSHVAPQDHGSPAGYPPVAG---SAVIMDALNSLATD 313

mNFATc3         SPCGKRRHSSAEVCYAGS--LSPHHSPVPSPGHSPRGSVTEDTWL-TAPVHTGSGLSPAPFPFQYCVETD 336

mNFATc4         SPCGKRRYSSSGTPSS--------ASPALSRRGSLGEEGPEPPPP-PPLPLVRDPSSPGPFDYVGAPPTE 324

hNFATc1-ca      SPCNKRKYSLNGRQPP----YAPHHAPTPAPHGAPRVSVTDDSWLGNTTQYTSSAIVAAINALTTDSSLD 326

                *       *                             *   *   *                                                                                                    

hNFATc1         LGDGVPVKSRKTTLEQPPSVALKVEPVGEDLGSPPPPADFAPED-YSSFQHIRKGGFCDQYLAVPQHPYQ 395

hNFATc2         SPCGIPPKMWKTSPDPSPVSA------APSKAGLPRHIYPAVEFLGPCEQGERRNSAPESILLVPP-TWP 376

mNFATc3         ----IPLKTRKTSEDQAAILPGKLEICSDDQGNLSPSRETSVDDGLGSQYPLKKDSSGDQFLSVPS-PFT 401

mNFATc4         S---IPQKTRRTSSEQAVALP-----RSEEPPSCNGKLPSGTEDSVAAPGALRKEVAGMDYLAVPS-PLA 385

hNFATc1-ca      LGDGVPVKSRKTTLEQPPSVALKVEPVGEDLGSPPPPADFAPED-YSSFQHIRKGGFCDQYLAVPQHPYQ 395

                           *:                                                             

hNFATc1         WAKPKPL-SPTSYMSPTLPALDWQ------- 418

hNFATc2         KPLVPAIPICSIPVTASLPPLEWPLSSQSGS 407

mNFATc3         WSKPKPG-HTPIFRTSSLPPLDWPLPTHFGQ 431

mNFATc4         WSKARIGGHSPIFRTSALPPLDWPLPSQYEQ 416

hNFATc1-ca      WAKPKPL-SPTSYMSPTLPALDWQ------- 418

                              :

                                                   Supplemental Figure 3
Amino acid alignment of the N-terminal regions of NFATc1, NFATc2, NFATc3, NFATc4, and the constitutively 
active form of NFATc1. Asterisk (*) indicates fully conserved serine or threonine residues and the colon (:) indicates   
serine or threonine residues conserved among NFATc1, c2, c3, and c4. Alanine residues replacing serine residues 
in the constitutively active NFATc1 are shown in red.


