hNFATc1 MPSTSFPVPSKFPLGPAAAVFGRGETLGPAPRAGGTMKSAEEEHYGYASSNVSPALPLPTAHSTLPAPCH 70

hNFATc2 -—--MNAPERQPQPDG-————=——— GDAPGHEPGGSPQDELDFSILFDYEYLNPNEEEPNAHKVASPPSGPA 59
mNFATc3 MTTANCGAHDELDFK---LVFGEDGAPAPVSQVSRPADLEPDDCASIYIFNVDPPPSTLNSSLGLPHHGL 67
mNFATc4 MGAASC-EDEELEFK---LVFGEEKEPPPLGPGGPGEELDSEDTPPCCRLALGEPLPYGAAPIGIPRPPP 66
hNFATcl-ca MPSTSFPVPSKFPLGPAAAVFGRGETLGPAPRAGGTMKSAEEEHYGYASSNVSPALPLPTAHSTLPAPCH 70
hNFATc1l NLQTSTPGIIPPADHPSGYGAALDGGPAGYFLSSGHTRPDGAPALESPRIEIW: LGLYHNNNQFFHDVE 140
hNFATc2 YPDDVLDYGLKPYSPLASLSGEPPGR-————— FGEPDRVGPQKFLSAAKPAGASGLSPRIEITPSHELIQ 123
mNFATc3 LQS--HSSVLSPSFQLOGYKNYEGTGDISES---KYSPLGGPKPFECPSIQITSISPNCHQGTDAHEDDL 132
mNFATc4 PRPGMHSPPPRPAPSPGTWESQPARSVRLGGPGGNAGGAGGGRVLECPSIRITISISPTPDPPTSLEDTSE 136
hNFATcl-ca NLQTSTPGIIPPADHPSGYGAALDGGPAGYFLSSGHTRPDGAPALESPRIEITISCLGLYHNNNQFFHDVE 140
*

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

hNFATc2 AVGPLRMRDAGLLVEQP--PLAGVAASPRFTLPVPGFEGYREPLCLSPASSGSSASFISDTFS——————-— 191
mNFATc3 HINDPEREYLERPSRDHLYLPLEPSYRESSLSPSP-ASSISSRSWESDASSCESLSHIYDDVDSELNEAA 201
mNFATc4 TWGDGSPRDYPPPEGFGGYREAGGQGGGAFFSPSPGSSSLSSWSFFSDASDEAALYAACDEVESELNEAA 206
hNFATcl-ca VEDVLPSSKRSPSTATLSLPSLEAYRDPSCLAPAA---ALAARACNAEAAAYEANYAYPYAAP-—————— 200

hNFATcl ----QTSPWQS CVE 260
hNFATc2 = = =  ——————- PYTSPCV|S 246
mMNFATc3 ARFTLGSPLTSPGGS| 269
mMNFATc4 SRFGLSSPLHSPRAS 263
hNFATcl-ca -—-—--QTAPWQAPCVA 260
* *]
hNFATc1l PCNKRKY|SLNGRQPP----YSPH RVSVTDDSWLGNTTQYTSSAIVAAINALTTDSSLD 326
hNFATc2 PGAKRRHSICAEALVALPPGASPQ HVAPQDHGSPAGYPPVAG---SAVIMDALNSLATD 313
mMNFATc3 PCGKRRHS|ISAEVCYAGS--LSPHHSP RGSVTEDTWL-TAPVHTGSGLSPAPFPFQYCVETD 336
mMNFATc4 PCGKRRY|S|SSGTPSS———————— GEEGPEPPPP-PPLPLVRDPSSPGPFDYVGAPPTE 324
hNFATcl-ca PCNKRKY|SLNGRQPP----YAPH RVSVTDDSWLGNTTQYTSSAIVAAINALTTDSSLD 326
*| *
hNFATcl LGDGVPVKSR! I EQPPSVALKVEPVGEDLGSPPPPADFAPED-YSSFQHIRKGGFCDQYLAVPQHPYQ 395
hNFATc2 SPCGIPPKMWKTSPDPSPVSA—————— APSKAGLPRHIYPAVEFLGPCEQGERRNSAPESILLVPP-TWP 376
mNFATc3 ——-—-IPLKTRKTSEDQAAILPGKLEICSDDQGNLSPSRETSVDDGLGSQYPLKKDSSGDQFLSVPS-PFT 401
mNFATc4 S——--IPQKTRRTS[SEQAVALP-———— RSEEPPSCNGKLPSGTEDSVAAPGALRKEVAGMDYLAVPS-PLA 385
hNFATcl-ca LGDGVPVKSRKTTLEQPPSVALKVEPVGEDLGSPPPPADFAPED-YSSFQHIRKGGFCDQYLAVPQHPYQ 395
*2
hNFATcl WAKPKPL-SPTSYMSPTLPALDWQ—-—————— 418
hNFATc2 KPLVPAIPICSIPVTASLPPLEWPLSSQSGS 407
mMNFATc3 WSKPKPG-HTPIFRTSSLPPLDWPLPTHFGQ 431
mMNFATc4 WSKARIGGHSPIFRTISALPPLDWPLPSQYEQ 416
hNFATcl-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, ¢3, and c4. Alanine residues replacing serine residues
in the constitutively active NFATc1 are shown in red.



