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             420         430       440       450       460       470  

MASP3_hu                                    G        P                                         CG P R         RIIG  NAE G F WQ L           D  F  GALL   W............  Q S SL..PSLVK     R   P L    A IVVEDTSRVPN KW GS    SAS 
MASP3_RAT                                   G        P                                         CG P R         RIIG  NAE G F WQ L           D  F  GALL E W............  Q S AL..PNLVK     R   L L    A IVVEDTSRIPN KW GS    S S 
MASP3_Xenopus                                G        P                                         CG P R         RIIG  NAE G F WQVL           N  F GGAL  D W............  K A PL..PGIVK     R   P F      IVVEDLSRVPM KW G    IS S 
MASP3_TRISC                                 G        P                                         CG P R         RIIG   A  G F WQ L           D  F  GALL   W............  R A PL..PPHNK     RT AP F    L IVVEDVSRVPK KW GS    SRT 
THRB_HUMAN                                  G        P                                              R         RIV   DAE G   WQVM           Q    G  L  D WCGLRPLFEKKSLEDKTE ELLESYIDG   E S   I MS     LF.....RKSP ELLC AS IS R 
C1s_hu                                      G        P                                         CG P           RIIG  DAD   F WQV                 GGAL  E W............  V REPF...EEKQ     S   IKN     FF.........D.NPWA    IN Y 
C1r_hu                                      G        P                                         CG P           RIIG   A  G F WQV                 GGALL D W............  K VNPV...EQRQ     QK KM N     FT.........NIHGRG     G R 
MASP2-hu                                    G        P                                         CG   R         RI G   A  G F WQVL                 GALL D W............  LSA TT...GG..  Y  QK KP D      I.........LGGTTAA    Y N 
MASP1-hu                                    G        P                                         CG P           RI     AQ G   W  M              F GG LL   W............  L KFSR...KLMA  FN RP  K TT  IA LS....HLNG..QP C  S  GSS 
fa9-hu                                      G        P                                                        RVVG  DA  G F WQV               F GG    E W.........LDNITQSTQSF...NDFT     E  KP Q     VL.......NGKVDA C  SIVN K 
fa10-hu                                     G        P                                            P R         RIVG  E   G   WQ L           N  F GG  L E  ...........NQTQ E GD...NNLT     Q CKD EC   A L......INEE EG C  TI S FY
fa11_hu                                     G        P                                                        RIVG      G   WQV            Q    GG    N W...........CKMDNECTT...KIKP     TASVR EW    TLH....TTSPT RHLC  SIIG Q 
TRY2_RAT                                    G        P                                                         IVG    Q      QV               F GG L  D W..MRALLFLALVGAAVAFPV...DDDDK    YTC ENSV Y  SL........NSGYH C  S IN Q 

     480            490       500       510         520        530    

MASP3_hu        AAH                                                               DILT    L     D                 V LG HDV D     N       V      N  Q YN        V RSQRR .....TTVIPVSKEHVT Y  L   R KSGAV S..SAAR VLHPDF .I N  H 
MASP3_RAT       AAH                                                               DILT    L     D                 V LG HDV D     N       V      N  Q YN        V RSQRR .....NTVIPVSKDHVT Y  L   R KSGAV S..SAAR VLHPDF .I N  H 
MASP3_Xenopus    AAH                                                               DVLT    L     D                 V LG HDV       N       I      D  E YN        N RSQRR .....NTVMPVAKEHVT Y  L   RSKTDAV R..TIEK ILHEMF .P S  H 
MASP3_TRISC     AAH                                                               DVLT    L     D                 I LG HDV Q E           I      D    YN        V RSQRR ......TITLVPSEYVT Y  L   R K AAAKR..TVEK ILHKAF .PRT  N 
THRB_HUMAN      AAH                                                               DVLT    L     D                 V  G H     E   E       I      N  E  D        C LYPPW .....KNFT...ENDLL RI K SRTRY RNI KISMLEK YIHPRY WR NL R 
C1s_hu          AAH                                                               DVLT                            V              E              E    FD        VVEGNREP.....TMYV....GSTS QTSRL.AKSKMLTP HVFIHPGWKLLEVP GRTN  N 
C1r_hu          AAH                                                               DILT    L     E                 V LG  NV E     N       V      D    FE        T YPKEH .....AQSN....ASLD F  HT  E LMKLG HPIRRVS HPDYRQ ESYN  G 
MASP2-hu        AAH                                                               DVLT          D                   L        Q   E                   FD        AVYEQKH .....ASAL....DIRMGT KRLSPHYT AWS AVFIHEGYTHD......AG  N 
MASP1-hu        AAH                                                               DI T    L                       I LG H     D   Q                 N FE   V    C HQSLDPEDPTLRDSDLLSPSDFK I  K WRLRS ENE HLGVKHTTLHPQYDP.. T  N 
fa9-hu          AAH                                                               DI T                            V  G HNI E E   Q       I         N YN   V    C................VETGVKIT VA E   E T HTE KRNVIRI PHHNYNAAI K  H 
fa10-hu         AAH                                                               DILT                            V  G  N  Q E           I         E YD        C................LYQAKRFK RV DR TE E GGEAVHEVEVV KHNRFTK.. T  F 
fa11_hu         AAH                                                               DILT                            V  G  N  E             I           Y         CFY.............GVESPKILR YS IL QS IKEDTSFFGVQEI IHDQYKMAESG .. 
TRY2_RAT        AAH                                                               DV                              V LG HNI   E   Q       I            N   VS   C..................YKSRIQ R  E   NVL GNE FVNAAKI KHPNFDR..KTL N 

   540       550       560         570       580       590       600  

MASP3_hu                                             G G                      L    IALV LQEPV L   V PVCLP  E E         G V  W   N     DE             QYV     Q     P GPH M     RL P ..GPAPHML L A   IS PNVTV  IISSGTRTLSDV    K
MASP3_RAT                                            G G                      L    IALV LQEPV L   V PICLP  E E         G V  W   N     DE             QYV     Q     P GAH M     RP P ..GPAPHML L A   IS PNVTV  IIISGTRTLSDV    K
MASP3_Xenopus                                         G G                      L    IALV LNE V M   V PVCLP  E E         G V  W   D     DE             QYV     K   K I NQY M     KL H LEGPQPNTL L A   IS PNITV  VISSGMRTHSAI    K
MASP3_TRISC                                          G G                      L    IALV M D V M   V P CLP    E         G V  W   N     DD             QYV     K K K S NVF M L   SLHQ MEEPQPNTL L A   IT PNLTL  ASGSDQATLSNI    K
THRB_HUMAN                                           G G                      L    IAL  L  PV     I PVCLP  E           G V  W         N              Q V    MK KK  AFSDY H     DR TAASLLQAGYK R T   NLKETWTA ..VGKGQ...PSV  V N
C1s_hu                                               G G                      L    IALV L DPV M   V PICLP    D         G IS W   E                            R K   K GPT S     GTSS .YNLMDGDL L     RT KRDRAVR............ KAAR
C1r_hu                                               G G                      L    IAL  LEN V L     PICLP  D           G VS     E      D              FV    LE   S T GPNLL     DN TF.YDL..GLM Y   F VM EKI.AH ............ R  R
MASP2-hu                                             G G                      L    IALI LNN V     I PICLP  E E         G  S W   Q      N              YV     K   K VINSN T     RK A .SFMRTDDI TA    LT RGFLAR ............ M  D
MASP1-hu                                             G G                      L    VALV L E   L   V PICLP    Q           VS W                          I     E L SPV NAF M     EGPQ EGAMVI.....     KQFLQ..RFP..........ET ME E
fa9-hu                                               G G                      L    IAL  LDEP  L   V PIC    E           G VS W                        QY     LE    LV NSY T   IADK YT.NIFLKFGS Y     RVFHKG.RSA..........LV   LR
fa10-hu                                              G G                      L    IA   L  PI     V P CLP  D           G VS           Q                    VLR KT  TFRMN A A   ER WAESTLMTQKT I   F RTHEKG.R S..........TR KMLE
fa11_hu                                              G G                      L    IAL  LE  V       PICLP                V  W          Q             Q      LK  TT NYTDSQR     SKG...DRNVIYTDCW T   YRKLRD.KI ..........NT  KAK
TRY2_RAT                                             G G                      L    I LI L  PV L   V  V LP                IS W         E              Q    M  K SS  K NAR AT A  SSCAPAGTQCL.....     NTLSSGVN P..........DL  CLD

     610       620           630          640       650        660    

MASP3_hu      P      C                    M C G         D C GDSGG                G L VV        Y            VTEN F A Y   G              FV  D   Q  W         PHAE KTS ESRSGN....YS          Y.E GK.. T L     A  IF DLS .R VVQ L
MASP3_RAT     P      C                    M C G         D C GDSGG                G L VV        Y            VTEN F A Y   G              FV  D   Q  W         SHAE KAS ESRSGN....YS          Y.E GK.. T L     A  IF EMS .R VAQ L
MASP3_Xenopus  P      C                    M C G         D C GDSGG                G L VV        Y            VTEN F A Y   G              FI  D      W         LHAV KES ESRSGN....YS          Y.E GK.. T L     A  MQ TDTK.R VAQ L
MASP3_TRISC   P      C                    M C G         D C GDSGG                G L V         Y            VTDN F A F   G              FI  D   Q  W        TLQAE KSS ESRSDS....YN          Y.E GK.. T L     A  TY SST .S VAQ L
THRB_HUMAN    P      C                    M C G         D C GDSGG                G L IV                     ITDN F A Y                  FV      N  W    I    ERPV KDSTRIR.........          KPDEGKRG A E     P  MKSPFN .R YQM  
C1s_hu        P      C                    M C G         D C GDSGG                G L V                       T N   A     G              F   D               APLRK KEVKVEKPTADAEAYVF P  I   GEK. M... S K     A AVQ PNDKTKFYAA L
C1r_hu        P      C                    M C G         D C GDSGG                G L V                        QN F A                    F   D   D  W    I   ANPQA ENWLRGKNRMD....VFS       HPSLKQ... A Q     V AVR PNT .R VAT  
MASP2-hu      P      C                    M C G         D C GDSGG                G   IV        Y            VT N   A     G               V  D   E  W    II   DHQK TAA EKPPYPRG...S  A  L   LESG K... S R     AL FL SET .R FVG  
MASP1-hu      P      C                    M C G         D C GDSGG                G   IV        Y            VT D   A     G               V  N      W     I   DHST QKA APLKK......K  R  I   EKEG K... A A     PM TL RERG.Q YLV T
fa9-hu        P      C                    M C G         D C GDSGG                G    V                     I NN F A F   G               V              IV L DRAT .LRST..KF......T Y        HEG R... S Q     PH T..EVEG.TSFLT  
fa10-hu       P      C                    M C G         D C GDSGG                G    V                     ITQN F A Y                   V      D       IV Y DRNS .KLSS..SF......I          DTKQE... A Q     PH T..RFK .TYFVT  
fa11_hu       P      C                    M C G         D C GDSGG                G    V        Y            IT     A Y   G                      E  W    II L TNEE QKR R..GH......K  HK I    REG K... A K     PLSC..KHN .V HLV  
TRY2_RAT      P      C                    M C G         D C GDSGG                G             Y            ITDN     F   G               V              IA LLPQAD EAS P...G......K     V V  LEG K... S Q     PV C.......NGELQ  

   670       680       690       700                                  

MASP3_hu      SWG    C      G Y        W                                           V     EE G K  Y V TKV NYVD V E M                                          GP    S QV       S      W Q GLPQSVVEPQVER.........                
MASP3_RAT     SWG    C      G Y        W                                           V     EE G K  Y V TKV NYVD   E M                                          GP    S QV       S     LL E NSPRG.................                
MASP3_Xenopus  SWG    C      G Y        W                                           V     EE G K  Y V TKV NFVD V D L                                          GP    S QV       S      D N KS....................                
MASP3_TRISC   SWG    C      G Y        W                                           V     E  G K  Y V TKI  Y     D M                                          GP K  S RV       SK AR LA K SNSSD.................                
THRB_HUMAN    SWG    C      G Y        W                                           V     E       Y   T V      I                                              .. G DRDGK  F  H FRLKK  QKVIDQFGE.................                
C1s_hu        SWG    C      G Y        W                                           V      Q G    Y   T V NYVD I   M                                          .P.   T...  L  R K      MKT Q.....................                
C1r_hu        SWG    C      G Y        W                                           V             Y   TKV NYVD I   M                                          .I.G SRG..  F    L      KKE E.....................                
MASP2-hu      SWG    C      G Y        W                                           V      N G    Y V TKV NYI  I N                                            SM.   EAGQ       I   P  E IIS.....................                
MASP1-hu      SWG    C      G Y        W                                           V     DD G K  Y V   I    D I                                              ..    K DR    SY HHNK   QRVTG.....................                
fa9-hu        SWG    C      G Y        W                                           I     EE   K  Y I TKV  YVN I E                                            ..   AM GK       SR     K KTK.....................                
fa10-hu       SWG    C      G Y        W                                           V     E    K  Y I TKV  F   I   M                                          .. G AR GK       TA LK  DRS KTRGLPKAKSHAPEVITSSPLK                
fa11_hu       SWG    C      G Y        W                                                 E         V T V EYVD I E                                        T   .. G AQRERP    N V      L KTQ.....................                
TRY2_RAT      SWG    C      G Y        W                                           V               V TKV NYVD I D                                            ..YG ALPDNP      C      Q TIAAN...................                

Figure S3. Multiple sequence alignments of a set of complement and coagulation pro-
teases serine protease domains. It includes the complement C1r, C1s, MASP-1 and MASP-2 proteases, 
coagulation factors 9, 10, 11 and thrombin; Rat trypsin as a reference; MASP-3 from human and other species. 
The surface loops defining the substrate specificity and catalytic efficiency are noted on the top of the align-
ment, following the nomenclature introduced by Perona and Craik (1997, JBC, 272, 29987-90). Yellow 
diamonds locate the position of the human MASP-3 glycosylation sites.


