
 
 
 

A. Alpha 1 Domain                                                                                                         
                     *        20         *        40         *        60         *        80         *       100      
ChCD1-2   : -ETSCPPPEESQFFQLFYTLLLGN-VSSTELTGMALLADVPIMVLDPHTWNLNICR--PWVQEITAETEVKKILSFSMVGIRNTIRFMHEMTAKAGLD-- : 94 
chCD1-1   : -------PEGSHMLKLLHFATFQN-STSVLVGGLGLLGDVKMGSLDSRTGNIRYYR--PWLRPSLPKGDWDVIESSIKS----YVRDFSRLVQMYTTVP- : 85 
huCD1a    : -GN-ADGLKEPLSFHVIWIASFYN-HSWKQNLVSGWLSDLQTHTWDSNSSTIVFLW--PWSRGNFSNEEWKELETLFRIRTIRSFEGIRRYAHELQFE-- : 93 
huCD1b    : -GNSEHAFQGPTSFHVIQTSSFTN-STWAQTQGSGWLDDLQIHGWDSDSGTAIFLK--PWSKGNFSDKEVAELEEIFRVYIFGFAREVQDFAGDFQMK-- : 94 
muCD1d1.1 : WGQ-SEAQQKNYTFRCLQMSSFAN-RSWSRTDSVVWLGDLQTHRWSNDSATISFTK--PWSQGKLSNQQWEKLQHMFQVYRVSFTRDIQELVKMMSPKED : 96 
chBF2*12  : -AAVCGAAAELHTLRYIQTAMTDPGPGQPWFVTVGYVDGELFVHYNSTAR--RYVPRTEWIAAKADQQYWDGQTQIGQGNEQIDRENLGILQRRYNQTG- : 96 
HLA-A2    : -LALTQTWAGSHSMRYFFTSVSRPGRGEPRFIAVGYVDDTQFVRFDSDAASQRMEPRAPWIEQEG-PEYWDGETRKVKAHSQTHRVDLGTLRGYYNQSEA : 98 
H2Kd      : -LAPTQTRAGPHSLRYFVTAVSRPGLGEPRFIAVGYVDDTQFVRFDSDADNPRFEPRAPWMEQEG-PEYWEEQTQRAKSDEQWFRVSLRTAQRYYNQSKG : 98 
                                               
 
 
            chCD1-2      chCD1-1     huCD1a     huCD1b  muCD1d1.1     chBF2*12   HLA-A2       H2Kd  
 
   chCD1-2        100%                                                                              
                    0%                                                                              
 
   chCD1-1         22%       100%                                                                   
                   40%         0%                                                        
 
    huCD1a         11%        15%       100%                                             
                   36%        35%         0%                                      

 

 
    huCD1b         17%        16%        45%       100%                           
                   36%        41%        63%         0%                           
 
 muCD1d1.1         12%        16%        30%        37%       100%                
                   34%        41%        57%        56%         0%                
 
    chBF2*12        4%        12%         8%         9%        11%       100%     
                   19%        24%        22%        25%        31%         0%     
 
    HLA-A2          7%        16%        10%        14%        16%        38%     
                   24%        31%        24%        30%        38%        57%     
 
      H2Kd          7%        16%        15%        16%        13%        40%     
                   25%        29%        26%        31%        38%        56%     
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B. Alpha 2 Domain                                                                                                         
                     *        20         *        40         *        60         *        80         *            
ChCD1-2   : YPRVFQIHTGCKL-YTNGTRWSFVNIGEGGRDLVTYELSRERWVPQRST-LLAKVMSNTLTDLRAVSGFLEHIFSSSFPNYILMLHEEGRTDLERR : 94 
chCD1-1   : YPFVFQSSIGCEL-QSNGTIRTFFDIAYEGQNFLRFNLDAGTWDQMQHN-QLSAKAEHLMANASTLNEVIQVLLNDTCVDILRLFIQAGKADLER- : 93 
huCD1a    : YPFEIQVTGGCEL-HSGKVSGSFLQLAYQGSDFVSFQNNS--WLPYPVAGNMAKHFCKVLNQNQHENDITHNLLSDTCPRFILGLLDAGKAHLQRQ : 93 
huCD1b    : YPFEIQGIAGCEL-HSGGAIVSFLRGALGGLDFLSVKNAS--CVPSPEGGSRAQKFCALIIQYQGIMETVRILLYETCPRYLLGVLNAGKADLQRQ : 93 
muCD1d1.1 : YPIEIQLSAGCEM-YPGNASESFLHVAFQGKYVVRFWGTS--WQTVPGAPSWLDLPIKVLNADQGTSATVQMLLNDTCPLFVRGLLEAGKSDLEKQ : 93 
chBF2*12  : GSHTVQWMYGCDI-LEGGPIRGYYQMAYDGRDFTAFDKGTMTFTAAVPEAVPTKRKWE----EESEPERWKNYLEETCVEWLRRYVEYGKAELGRR : 91 
HLA-A2    : GSHTVQRMYGCDVGSDWRFLRGYHQYAYDGKDYIALKEDLRSWTAADMAAQTTKHKWE----AAHVAEQLRAYLEGTCVEWLRRYLENGKETLQRT : 92 
H2Kd      : GSHTFQRMFGCDVGSDWRLLRGYHQFAYDGRDYIALNEDLKTWTAADTAALITRRKWE----QAGDAEYYRAYLEGECVEWLRRYLELGNETLLRT : 92 

               
 
            chCD1-2      chCD1-1     huCD1a     huCD1b  muCD1d1.1     chBF2*12   HLA-A2       H2Kd  
 
   chCD1-2        100%                                                                              
                    0%                                                                              
 
   chCD1-1         23%       100%                                                                   
                   53%         0%                                                       
 
    huCD1a         25%        29%       100%                                            
                   50%        52%         0%                                    

 

 
    huCD1b         23%        32%        51%       100%                         
                   46%        47%        66%         0%                         
 
 muCD1d1.1         21%        28%        45%        38%       100%              
                   46%        50%        63%        54%         0%              
 
    chBF2*12       13%        25%        23%        22%        15%       100%   
                   31%        46%        41%        40%        38%         0%   
 
    HLA-A2         13%        22%        22%        19%        17%        52%   
                   26%        44%        40%        36%        34%        66%   
 
      H2Kd         13%        21%        16%        16%        15%        50%   
                   26%        41%        36%        31%        30%        68%   
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C. Alpha 3 Domain 
                                                                                                             
                     *        20         *        40         *        60         *        80         *            
ChCD1-2   : -VPPMAVVFARTAGQVQLLLVCRVTSFYPRPIAVTWLRDGREVPPSPALSTGTVLPNADLTYQLRSTLLVSPQDGHGYACRVQHCSLGDRSLLVPW : 95 
chCD1-1   : -QPPMAVVFARTAGQAQLLLVCRVTSFYPRPIAVTWLRDGREVPPSPALSTGTVLPNADLTYQLRSTLLVSPQDGHGYACRVQHCSLGDRSLLVPW : 95 
huCD1a    : VKPEAWLSHGPSPGPGHLQLVCHVSGFYPKPVWVMWMRGEQEQQGT---QRGDILPSADGTWYLRATLEVAAGEAADLSCRVKHSSLEGQDIVLYW : 93 
huCD1b    : VKPEAWLSSGPSPGPGRLQLVCHVSGFYPKPVWVMWMRGEQEQQGT---QLGDILPNANWTWYLRATLDVADGEAAGLSCRVKHSSLEGQDIILYW : 93 
muCD1d1.1 : EKPVAWLSSVPSSAHGHRQLVCHVSGFYPKPVWVMWMRGDQEQQGT---HRGDFLPNADETWYLQATLDVEAGEEAGLACRVKHSSLGGQDIILYW : 93 
chBF2*12  : ERPEVRV-WGKEA-DGILTLSCRAHGFYPRPIVVSWLKDGAVRGQD--AHSGGIVPNGDGTYHTWVTIDAQPGDGDKYQCRVEHASLP-QPGLYSW : 91 
HLA-A2    : DAPKTHMTHHAVS-DHEATLRCWALSFYPAEITLTWQRDGEDQTQD--TELVETRPAGDGTFQKWAAVVVPSGQEQRYTCHVQHEGLP-KPLTLRW : 92 
H2Kd      : DSPKAHVTYHPRS-QVDVTLRCWALGFYPADITLTWQLNGEDLTQD--MELVETRPAGDGTFQKWAAVVVPLGKEQNYTCHVHHKGLP-EPLTLRW : 92 
              
 
 
            chCD1-2      chCD1-1     huCD1a     huCD1b  muCD1d1.1     chBF2*12   HLA-A2       H2Kd  
 
   chCD1-2        100%                                                                              
                    0%                                                                              
 
   chCD1-1         97%       100%                                                                   
                   97%         0%                                                                   
 
    huCD1a         34%        34%       100%                                            
                   56%        57%         0%                                            
 
    huCD1b         35%        35%        89%       100%                          
                   57%        58%        93%         0%                          
 
 muCD1d1.1         35%        35%        77%        78%       100%               
                   56%        57%        84%        83%         0%               
 
    chBF2*12       38%        38%        31%        31%        30%       100%    
                   51%        52%        51%        50%        48%         0%    
 
    HLA-A2         27%        27%        24%        22%        24%        32%    
                   39%        39%        43%        40%        40%        47%    
 
      H2Kd         26%        25%        24%        23%        25%        32%    
                   41%        40%        44%        41%        40%        45%    
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D. Alpha 1 and 2 Domains (Antigen Binding Pocket) 
                                                                                                                 
                                                                                                                 
                     *        20         *        40         *        60         *        80         *       100 
ChCD1-2   : -ETSCPPPEESQFFQLFYTLLLGN-VSSTELTGMALLADVPIMVLDPHTW--NLNICRPWVQEITAETEVKKILSFSMVGIRNTIRFMHEMTAKAGLD-- 
chCD1-1   : -------PEGSHMLKLLHFATFQN-STSVLVGGLGLLGDVKMGSLDSRTG--NIRYYRPWLRPSLPKGDWDVIESSIKSYVRDFSRLVQMYT-----TVP 
huCD1a    : -GN-ADGLKEPLSFHVIWIASFYN-HSWKQNLVSGWLSDLQTHTWDSNSS--TIVFLWPWSRGNFSNEEWKELETLFRIRTIRSFEGIRRYAHELQFE-- 
huCD1b    : -GNSEHAFQGPTSFHVIQTSSFTN-STWAQTQGSGWLDDLQIHGWDSDSG--TAIFLKPWSKGNFSDKEVAELEEIFRVYIFGFAREVQDFAGDFQMK-- 
muCD1d1.1 : WGQ-SEAQQKNYTFRCLQMSSFAN-RSWSRTDSVVWLGDLQTHRWSNDSA--TISFTKPWSQGKLSNQQWEKLQHMFQVYRVSFTRDIQELVKMMSPKED 
chBF2*12  : -AAVCGAAAELHTLRYIQTAMTDPGPGQPWFVTVGYVDGELFVHYNSTAR--RYVPRTEWIAAKADQQYWDGQTQIGQGNEQIDRENLGILQRRYNQT-G 
HLA-A2    : -LALTQTWAGSHSMRYFFTSVSRPGRGEPRFIAVGYVDDTQFVRFDSDAASQRMEPRAPWIEQEG-PEYWDGETRKVKAHSQTHRVDLGTLRGYYNQSEA 
H2Kd      : -LAPTQTRAGPHSLRYFVTAVSRPGLGEPRFIAVGYVDDTQFVRFDSDADNPRFEPRAPWMEQEG-PEYWEEQTQRAKSDEQWFRVSLRTAQRYYNQSKG 
                                                                                                                 
                                                                                                            
                     *       120         *       140         *       160         *       180         *      
ChCD1-2   : YPRVFQIHTGCKLYTNG-TRWSFVNIGEGGRDLVTYELSRERWVPQRSTLLAKVMSNTLTDLRAVSGFLEHIFSSSFPNYILMLHEEGRTDLERR 
chCD1-1   : YPFVFQSSIGCELQSNG-TIRTFFDIAYEGQNFLRFNLDAGTWDQMQHNQLSAKAEHLMANASTLNEVIQVLLNDTCVDILRLFIQAGKADLER- 
huCD1a    : YPFEIQVTGGCELHSGK-VSGSFLQLAYQGSDFVSFQNNSWLPYPVAGNMAKHFCKVLNQNQHEN-DITHNLLSDTCPRFILGLLDAGKAHLQRQ 
huCD1b    : YPFEIQGIAGCELHSGG-AIVSFLRGALGGLDFLSVKNASCVPSPEGGSRAQKFCALIIQYQGIM-ETVRILLYETCPRYLLGVLNAGKADLQRQ 
muCD1d1.1 : YPIEIQLSAGCEMYPGN-ASESFLHVAFQGKYVVRFWGTSWQTVPGAPSWLDLPIKVLNADQGTS-ATVQMLLNDTCPLFVRGLLEAGKSDLEKQ 
chBF2*12  : GSHTVQWMYGCDILEGG-PIRGYYQMAYDGRDFTAFDKG--TMTFTAAVPEAVPTKRKWEEESEP-ERWKNYLEETCVEWLRRYVEYGKAELGRR 
HLA-A2    : GSHTVQRMYGCDVGSDWRFLRGYHQYAYDGKDYIALKED--LRSWTAADMAAQTTKHKWEAAHVA-EQLRAYLEGTCVEWLRRYLENGKETLQRT 
H2Kd      : GSHTFQRMFGCDVGSDWRLLRGYHQFAYDGRDYIALNED--LKTWTAADTAALITRRKWEQAGDA-EYYRAYLEGECVEWLRRYLELGNETLLRT 
                                                                                                            
 
 
            chCD1-2      chCD1-1     huCD1a     huCD1b  muCD1d1.1     chBF2*12   HLA-A2       H2Kd  
 
   chCD1-2        100%                                                                              
                    0%                                                                              
 
   chCD1-1         23%       100%                                                       
                   48%         0%                                                       
 
    huCD1a         16%        23%       100%                                       

 

                   40%        43%         0%                                       
 
    huCD1b         19%        25%        48%       100%                            
                   41%        45%        65%         0%                            
 
 muCD1d1.1         17%        23%        37%        37%       100%                 
                   41%        46%        60%        55%         0%                 
 
    chBF2*12        8%        17%        16%        15%        15%       100%      
                   25%        33%        31%        31%        35%         0%      
 
    HLA-A2          9%        17%        17%        18%        17%        45%      
                   26%        37%        33%        35%        36%        61%      
 
      H2Kd          9%        18%        16%        17%        13%        45%      
                   24%        34%        31%        32%        34%        62%      
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E. Alpha 1, 2, and 3 Domains 
                                                                                                                     
                     *        20         *        40         *        60         *        80         *       100       
GagaCD1.1 : -ETSCPPPEESQFFQLFYTLLLGN-VSSTELTGMALLADVPIMVLDPHTWNLNICR--PWVQEITAETEVKKILSFSMVGIRNTIRFMHEMTAKAGLD-- :  94 
chCD1-1   : -------PEGSHMLKLLHFATFQN-STSVLVGGLGLLGDVKMGSLDSRTGNIRYYR--PWLRPSLPKGDWDVIESSIKSYVRDFSRLVQMYTTVP----- :  85 
huCD1a    : -GN-ADGLKEPLSFHVIWIASFYN-HSWKQNLVSGWLSDLQTHTWDSNSSTIVFLW--PWSRGNFSNEEWKELETLFRIRTIRSFEGIRRYAHELQFE-- :  93 
huCD1b    : -GNSEHAFQGPTSFHVIQTSSFTN-STWAQTQGSGWLDDLQIHGWDSDSGTAIFLK--PWSKGNFSDKEVAELEEIFRVYIFGFAREVQDFAGDFQMK-- :  94 
muCD1d1.1 : WGQ-SEAQQKNYTFRCLQMSSFAN-RSWSRTDSVVWLGDLQTHRWSNDSATISFTK--PWSQGKLSNQQWEKLQHMFQVYRVSFTRDIQELVKMMSPKED :  96 
chBF2*12  : -AAVCGAAAELHTLRYIQTAMTDPGPGQPWFVTVGYVDGELFVHYNSTAR--RYVPRTEWIAAKADQQYWDGQTQIGQGNEQIDRENLGILQRRYNQT-G :  96 
HLA-A2    : -LALTQTWAGSHSMRYFFTSVSRPGRGEPRFIAVGYVDDTQFVRFDSDAASQRMEPRAPWIEQEG-PEYWDGETRKVKAHSQTHRVDLGTLRGYYNQSEA :  98 
H2Kd      : -LAPTQTRAGPHSLRYFVTAVSRPGLGEPRFIAVGYVDDTQFVRFDSDADNPRFEPRAPWMEQEG-PEYWEEQTQRAKSDEQWFRVSLRTAQRYYNQSKG :  98 
                                                                                                                       
                                                                                                                       
                     *       120         *       140         *       160         *       180         *       200       
GagaCD1.1 : YPRVFQIHTGCKLYTNG-TRWSFVNIGEGGRDLVTYELSRERWVPQRSTLLAKVMSNTLTDLRAVSGFLEHIFSSSFPNYILMLHEEGRTDLERRVPPMA : 193 
chCD1-1   : YPFVFQSSIGCELQSNG-TIRTFFDIAYEGQNFLRFNLDAGTWDQMQHNQLSAKAEHLMANASTLNEVIQVLLNDTCVDILRLFIQAGKADLER-QPPMA : 183 
huCD1a    : YPFEIQVTGGCELHSGK-VSGSFLQLAYQGSDFVSFQNNSWLPYPV-AGNMAKHFCKVLNQNQHENDITHNLLSDTCPRFILGLLDAGKAHLQRQVKPEA : 191 
huCD1b    : YPFEIQGIAGCELHSGG-AIVSFLRGALGGLDFLSVKNASCVPSPE-GGSRAQKFCALIIQYQGIMETVRILLYETCPRYLLGVLNAGKADLQRQVKPEA : 192 
muCD1d1.1 : YPIEIQLSAGCEMYPGN-ASESFLHVAFQGKYVVRFWGTSWQTVPG-APSWLDLPIKVLNADQGTSATVQMLLNDTCPLFVRGLLEAGKSDLEKQEKPVA : 194 
chBF2*12  : GSHTVQWMYGCDILEGG-PIRGYYQMAYDGRDFTAFDKGTMTFTAA---VPEAVPTKRKWEEESEPERWKNYLEETCVEWLRRYVEYGKAELGRRERPEV : 192 
HLA-A2    : GSHTVQRMYGCDVGSDWRFLRGYHQYAYDGKDYIALKEDLRSWTAA---DMAAQTTKHKWEAAHVAEQLRAYLEGTCVEWLRRYLENGKETLQRTDAPKT : 195 
H2Kd      : GSHTFQRMFGCDVGSDWRLLRGYHQFAYDGRDYIALNEDLKTWTAA---DTAALITRRKWEQAGDAEYYRAYLEGECVEWLRRYLELGNETLLRTDSPKA : 195 
                                                                                                                       
                                                                                                              
                     *       220         *       240         *       260         *       280         *        
GagaCD1.1 : VVFAR-TAGQVQLLLVCRVTSFYPRPIAVTWLRDGREVPPSPALSTGTVLPNADLTYQLRSTLLVSPQDGHGYACRVQHCSLGDRSLLVPW : 283 
chCD1-1   : VVFAR-TAGQAQLLLVCRVTSFYPRPIAVTWLRDGREVPPSPALSTGTVLPNADLTYQLRSTLLVSPQDGHGYACRVQHCSLGDRSLLVPW : 273 
huCD1a    : WLSHGPSPGPGHLQLVCHVSGFYPKPVWVMWMRGEQEQQ---GTQRGDILPSADGTWYLRATLEVAAGEAADLSCRVKHSSLEGQDIVLYW : 279 
huCD1b    : WLSSGPSPGPGRLQLVCHVSGFYPKPVWVMWMRGEQEQQ---GTQLGDILPNANWTWYLRATLDVADGEAAGLSCRVKHSSLEGQDIILYW : 280 
muCD1d1.1 : WLSSVPSSAHGHRQLVCHVSGFYPKPVWVMWMRGDQEQQ---GTHRGDFLPNADETWYLQATLDVEAGEEAGLACRVKHSSLGGQDIILYW : 282 
chBF2*12  : RV-WGKEADG-ILTLSCRAHGFYPRPIVVSWLKDGAVRG--QDAHSGGIVPNGDGTYHTWVTIDAQPGDGDKYQCRVEHASLP-QPGLYSW : 278 
HLA-A2    : HMTHHAVSDH-EATLRCWALSFYPAEITLTWQRDGEDQT--QDTELVETRPAGDGTFQKWAAVVVPSGQEQRYTCHVQHEGLP-KPLTLRW : 282 
H2Kd      : HVTYHPRSQV-DVTLRCWALGFYPADITLTWQLNGEDLT--QDMELVETRPAGDGTFQKWAAVVVPLGKEQNYTCHVHHKGLP-EPLTLRW : 282 
                                                                                                              
 
               chCD1-2    chCD1-1     huCD1a     huCD1b  muCD1d1.1     chBF2*12   HLA-A2       H2Kd  
 
   chCD1-2        100%                                                                              
                    0%                                                                              
 
   chCD1-1         48%       100%                                                                   
                   65%         0%                                                                   
 
    huCD1a         24%        26%       100%                                             
                   47%        48%         0%                                             

 

 
    huCD1b         25%        30%        62%       100%                         
                   47%        50%        74%         0%                         
 
 muCD1d1.1         23%        26%        50%        51%       100%              
                   47%        49%        68%        65%         0%              
 
    chBF2*12       18%        25%        20%        20%        19%       100%   
                   33%        38%        37%        37%        39%         0%   
 
    HLA-A2         15%        21%        19%        19%        19%        40%   
                   32%        39%        36%        37%        37%        56%   
 
      H2Kd         15%        21%        18%        19%        17%        41%   
                   31%        37%        35%        35%        35%        56%   
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