
TKDP4    --MNRLCLSAALLLLLVILVDSTPVYEHHTQDQGLETSHGRRLEKRSVTDLISAFMDAMV 58 
TKDP5    MKMSRLCLSAALLFLPVILVDSTPVYEQNTQDQGLV------------------------ 36 
TKDP3    --MNRLCLSAALLFLLVILVDSTLVNIHHIQDEGLETSHRRGPKKHSTKDMIKNIIRGVA 58 
TKDP1    --MRQLCLSSALLFLLVILVDSTPLNIHHIQDEGVETSHRRGPEKRSVIDVVTSIIDGVA 58 
TKDP2    --MSRLCLSAALLFLLVILVDSTPVYEHHTQDQGLETSHRRGPEKRSIIDVISHVIDGVV 58 
PTI      MKMSRLCLSVALLVLLGTLAASTP------------------------------------ 24 
STI      MKMSRLCLSIALLVLLGTLAASTP------------------------------------ 24 
CTI      --MKLSCLLALCLTPCLVGLASSGE----------------------------------- 23 
SPINT4   --MKLIELGFLLGLFTSLLTTPLMG----------------------------------- 23 
           *    *             .                                       
 
TKDP4    IVAELLKG---------------------------------------------------- 66 
TKDP5    ------------------------------------------------------------ 
TKDP3    TGAKIANAGSGF------------------------------------------------ 70 
TKDP1    TGTKIVKNGAGLLTGLAEIITKAIKGQVMISRIQFDNHTQEELPTLNIEYSTLSEENKGV 118 
TKDP2    KGTKIFHG---------------------------------------------------- 66 
PTI      ------------------------------------------------------------ 
STI      ------------------------------------------------------------ 
CTI      ------------------------------------------------------------ 
SPINT4   ------------------------------------------------------------ 
                                                                      
 
TKDP4    ------------------------------------------------------------ 
TKDP5    ------------------------------------------------------------ 
TKDP3    ------------------------------------------------------------ 
TKDP1    ETSHRKGPEKRSVIDVVTSIIDGVATGTKIVTKGASILTGLAEIINKAIRGQVMISRIQF 178 
TKDP2    ------------------------------------------------------------ 
PTI      ------------------------------------------------------------ 
STI      ------------------------------------------------------------ 
CTI      ------------------------------------------------------------ 
SPINT4   ------------------------------------------------------------ 
                                                                             
 
TKDP4    ------------------------------------------------------------ 
TKDP5    ------------------------------------------------------------ 
TKDP3    ------------------------------------------------------------ 
TKDP1    NNHTLEEFPKLNIEYSTLSEDNTGVETSRRRGPEKRSVIDVVTSIIDGVATGTKIVKKGT 238 
TKDP2    ------------------------------------------------------------ 
PTI      ------------------------------------------------------------ 
STI      ------------------------------------------------------------ 
CTI      ------------------------------------------------------------ 
SPINT4   ------------------------------------------------------------ 
                                                                             
 
TKDP4    --VGFDELKGLPQTMSQMMISGRQLENHAVEVFPTQ-----TLREENKADSKPAFCLEPK 119 
TKDP5    ------------------MISGKQLEKRSVKELPTA-----VLQEENKATSRPAFCLEHK 73 
TKDP3    --IREVVKAMREGNKGHVKTSGAQLKNHTVEESPTFNTQQLILSEKNKADSRPAFCLEPK 128 
TKDP1    SILTGLAEIINKAIKGQVMISGIQFNNHTLEEYQTLKIEYSALNEENKAASKPALCLEPK 298 
TKDP2    --LKGLADIISNGIQGQVMISGTQLENHTVEEFLTQILKH--------AASKPEFCMEPE 116 
PTI      ---------------------GCDTSNQAK-------------------AQRPDFCLEPP 44 
STI      ---------------------GCDTSNQAK-------------------AQRPDFCLEPP 44 
CTI      --------------------TSDNLKQEASQD---------------  
SPINT4   ---------------------GMTQITDMI------------------CKKFKDRCKMPL 44 
                              .                                 *     
 
TKDP4     
TKDP5    KNNFLTEEDCIKTCGQGAGSP------- 126 
TKDP3    VVGHGTTKMPRYFYDAKTGHCEPFTYGSLGGNKNNFLTIEDCMKTCGQGAGSL------- 181 
TKDP1    VTGGCNAVMTRYFYNAQNGLCEQFVYDGCEGNGNNFEKLEDCMKTCSQEAGSL------- 351 
TKDP2    LKGPCKDQMTRYFYNAKTRYCEPFVYGGCEGNKNNFQTLSHCIVTCCPVPVTM------- 169 
PTI      YTGPCKARMIRYFYNAKAGLCQPFVYGGCRAKRNNFKSSEDCMRTCGGAIGPWENL---- 100 
STI      YTGPCKAKMIRYFYNAKAGFCETFVYGGCKAKSNNFRSAEDCMRTCGGAIGPRENL---- 100 
CTI      ----- 103 
SPINT4   NFGSCYDIQFRYFYNITSGLCESFVYTGCDGNLNNYRLKIECQMTCEKKYIKER------ 98 
           *       ****:     *: * * .  .: **:     *   *               

TKDP4    PQKP 183 
TKDP5    ---- 
TKDP3    ---- 
TKDP1    ---- 
TKDP2    ---- 
PTI      ---- 
STI      ---- 
CTI      ---- 
SPINT4   ---- 

BPTI KUNITZ 2 (PS50279) BPTI KUNITZ 1 (PS00280)

FSGPCITPEIRYFYNAKTGHCEHFIYGGCNGK
VTGHSKSSWPRYFYNAETGHCEQFTYGGLGGNKNNFITEEECMKTCGQGAGSLREHAKSG 179

P1- 'P1

▲▲▲▲▲ ▲ TI site

Signal peptide

LFQTPPDLCQLPQ 48

Kunitz domain-encoding exon

ARGPCKAALLRYFYNSTSSACEPFTYGGCQGNDNNFETTEMCLRICQPPETEDKS

Additional file 7  - Figure S4. Alignment of the bovine CTI, PTI, STI,
TKDP1-5 and SPINT4 precursor proteins


