
 
A. N-terminal alignment 
 
                      βββ      αααα αααααα      αααα       βββ βββ              α ααααα αα             

                

                     ●●  ●    ●  ●                                              ●● 
CaFADS 19      V-TIGV FDGVHRGHQK LINATVE--- ----KAREVG AK-AIMVTFD –PHPVSVFLP RRAPLGITTL -AERFA-LAE ---------S 
1t6y  1     MVV-SIGV FDGVHIGHQK VLR-TMKE-- ----IAFFRK DD-SLIYTIS Y--PPEYFLP DFPGLLMTV- -ESRVE-MLS ---------R  
1coz  1   MKKVI-TYGT FDLLHWGHIK LLERAKQ--- ----LGD--- -Y-LVVAIST DEFNL--QKQ KKAYHS---- YEHRKL-ILE ---------T  
1kku  7   TEVVLLACGS FNPITNMHLR LFELAKDYMN GTGRYTV--- -VKGIISPVG DAY------- KKKGLIPA—  Y-HRVIMAEL ATKNSKWVEV 
1ej2  4    MRGL-LVGR MQPFHRGHLQ VIKSILE--- ----EVDE-- ---LIICIGS AQLS----HS IRDPFT---- AGERVM-MLT ---------K 
1f9a  1    LRGF-IIGR FQPFHKGHLE VIKKIAE--- ----EVDE-- ---IIIGIGS AQKS----HT LENPFT---- AGERIL-MIT ---------Q 
1b6t/1gn8 3    KRAI-YPGT FDPITNGHID IVTRATQ--- ----MFD--- -H-VILAIAA SPS------- KKPMFTL--- -EERVA-LAQ ---------Q 
1od6  1    MHVV-YPGS FDPLTNGHLD VIQRASR--- ----LFE--- -K-VTVAVL- -EN------- --QYLFSAEE ---RLAIIR- ------EATA 

  Consensus regions     GΩ FDΩΦHΩGHΩΩ Φ                                                         R 
 

                            ββββββ     α   α αα    αα αα           βββββ                   α          
                                                          ●●                        

CaFADS 84  FG-------- IDGVLVIDFT RELSGT---S PEK----YVE FLLED--TLH AS-HVVVGA- --------N- FTFG-–-ENA ---------- 
1t6y  66  YA-------- RTVVLDF-FR IKDL-TPEGF VER----YLS G--------- VS-AVVVGR- --------D- FRFG---KNA ---------- 
1coz  62  IR------YV DE-VIPEK-- ---------- -NWEQKKQ-D I------IDH NIDVFVMG-- -----D--D- -------WEG K-FDFL---- 
1kku  83  DT------WE SL-QKEWK-- ---------- -ETLKVLR-H HQEKLEASDV PKVKLLCGA- -----DLLES F–AVPNLWKS EDITQI---- 
1ej2  62  ALSENGIPAS RYYIIPVQ-- --DIECNAL- WVGHIKML-- --------TP PFDRVYSG-- --------N- PLVQRLFSED ---------- 
1f9a  59  SLKD---YDL TYYPIPIK-- --DIEFN--- –SIWVS-YVE S------LTP PFDIVYSG-- --------N- ---------- ------PLVR 
1b6t/1gn8 58  ATAHL---GN VEVVGFSDLM ---------- ----ANFARN Q------HA- -T-VLIRGLR AVADFEY-E- ---------M QLAH–MNRHL 
1od6  61  HL------AN VE-AATFS-- ---------- ---GLLVD-F V------RRV GAQAIVKGLR AVSDYEY-EL QMAHLN---- ---------- 
Consensus regions                                                             GΩ          Ψ 
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                                     ●                                                                     ●         ●    ●●●     ● 
CaFADS      133  AGTADSLRQI CQSR-LTVDV -----IDLLD ---------- ------–DE- GV-R--ISST TVREFL-SEG DVARANWALG RH-------- 
1t6y        109  SGNASFLR-- -KKG-VEVYE -----I--ED VV-------- -------VQ- GK-R--VSSS LIRNLV-QEG RVEEIPAYLG RY-------- 
1coz        103  ---------- --KDQCEV-V -----YLP-R ---------- -------TE- ---G--ISTT KIKEEI---- ---------- ---------- 
1kku        141  -------VA- --NYGLI-CV TRAGNDAQKF IYESDVLWKH RSNIHVVNEW --FANDISST KIRRALRRGQ SIRYLVPDLV ---------- 
1ej2        116  ---------- ---------- GYEVTAPPLF -------–-- ---------- --YRDRYSGT EVRRRMLDDG DWRSLLPESV VEVIDEINGV 
1f9a        104  VLFEERGY-- ---------- --EVKRPEMF ---------- ---------- N--RKEYSGT EIRRRMLNGE KWEHLVPKAV VDVIKEIKGV 
1b6t/1gn8   110  MP------EL ES-------- -----VFLMP ---------- ----–-SKEW -SF---ISSS LVKEVA-HQG ---DVTHFLP ENVHQALMAK 
1od6        107  -------RQL YPGLETL--- FILAATRYSF ---------- ---------- ------VSST MVKEIARYGG DVSKLVPPAT LRALKAKLGQ 
Consensus regions                                 ΦSST ΩVRΨ 

 
B. C-terminal alignment 
 
                   ββββββ       α310     βββ ββ       βββββ               ββββ                β βββ 
          ∆ 
         ∆  ∆ ∆        ●●                                        ∆  
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CaFADS         187 FYVTGPVVRG AGRGGKELGF PTAN--QYFH -DTVALPADG VYAGWLTILP TEAPVSGNME PEVAYAAAIS VGTNPTFGDE Q–RSVESFVL  
1t6y/1t6x/1s4m 160 FEIEGIVHKD REFG-RKLGF PTANI-D-RG NEKLVDLKRG VYLVRV-HLP DGKKKFG--- -------VMN VGFRPTVGDA RNVKYEVYIL  
1p4m/1q9s/1nb0  13 YFCRGQVVRG FGRGSKQLGI PTANFPEQVV DNLPADISTG IYYGWASVGS GD-------- ---VHKMVVS IGWNPYYKNT K–KSMETHIM  
1n06/1n07/1n08  28 ----GKVVHG FGRGSKELGI PTANISEDAI QELLRYRDSG VYFGYAMVQK R--------- ---VFPMVMS VGWNPYYKNK L–RSAEVHLI  
Consensus regions      GΩVΦΨG ΩΩΩGΩΨΨLGΦ PTANΦ               G ΦY                             S ΦGΦNP           EΩΩΦΦ 
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                         ●    ●  
                                                                            
CaFADS         273 DR-DA-DLYG HDVKVEFVDH VRAMEKFDSV EQLLEVMAKD VQKTRTLLAQ DVQAHKMAPE TYFLQAES  
1t6y/1t6x/1s4m 236 D--FEGDLYG QRLKLEVLKF MRDEKKFDSI EELKAAIDQD VKSARNMIDD IINSKFEKEG --------  
1p4m/1q9s/1nb0  91 HTFKE-DFYG EILNVAIVGY LRPEKNFDSL ESLISAIQGD IEEAKKRLEL PEYLKIKEDN FFQVSK--   
1n06/1n07/1n08 101 ERQGE-DFYE EIMRVIVLGY IRPELNYAGL DKLIEDIHTD IRVALN---- SMDRPSYSSY KKDPFFKV 
Consensus regions  ΨΩ ΨΩ DΦYΩ            ΦRΩΩΩΨF      L      D 
 
 
 


