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A                                      =============== 

α,β,γ    MTTQRWILAFCLSLASVFGTVELFKTKEIQTYTCRTFGSGIVQPFKGESYYVRSDCPFKL 60  

1.1-1.4   MTTQQWILAFCLSLASVFGTVELFKTKEILTYTCRTFGSGIVQPFKGESYYVRSDCPFKL 60  

4    MTTQRWILAFCLSLASVSGTVELFKTKEILTYTCRTFGSGIVQPFKGESYYVRSDCPFKL 60  

type 1A-C   MTTQRRILAFSLSLASVFGTVELLKTKETQTYTCRTFGSGIVQPFQGESYYVRSDCPFTL 60  

type-2    MTTQRWILAFCFSLASVFGTVKLFKTNETQTYTCRTFGSGIVQPFKGESYYVRSDCQFRL 60  

2    MTTQRWILAFCFSLA---------------TYTCRTFGSGIVQPFKGESYYVRSDCQFIL 45  

3    MTTQRWILAFCFSLA---------------TYTCRTFGSGIVQPFKGESYYVRSDCQFIL 45  

 

α,β,γ    TSFNVNRGEYSVTIRRGHNGLLVQVEIIINKVTTLLQNGHILVQNK-------------- 106  

1.1-1.4   TSFNVNRGEYSVTIRRGHNGLLVQVEIIINKVTTLLQNGNILVQNK-------------- 106  

4    TSFNVNRGEYSVTIRRGHNGLLVQVEIIINKVTTLLQNGHILVQNK-------------- 106  

type 1A-C   TSFNVNQGEYSVTIRRGHNGLLVQVEIVLNNVTTLLQDGHVVVKNK-------------- 106  

type-2    ISFTVNQKEYSVTIRRGHNGLLVQVKIIINKVTTLLQNGHVVVKNKKFELRQKTGLGHRH 120  

2    IGFTVNGKEYSVTIRRGHNGLLVQVEIIINKVTTLLQNGHVVVKSALFELRQKTGLGHRH 105  

3       IGFTVNGKEYSVTIRRGHNGLLVQVEIIINKVTTLLQNGHVVVKSALFELRQKTGLGHRH 105  

 

α,β,γ    -------SVSLPYDHTYQHIFKYGIYTRLRSSLLPFTVTWHNVHGGINSLWVTLESELCT 159  

1.1-1.4   -------SVSLPYDHTYQHIFKYGIYTRLRSSLLPFTVTWHNVHGGINSLWVTLESELCT 159  

4    -------SVSLPYDHTYQHIFKYGIYTRLRSSLLPFTVTWHNVHGGINSLWVTLESELCT 159  

type 1A-C   -------SVSDPCDQKYQHIFKYGIYTRLKSSLLPFSVTWHSVCGGINSLWVTLESELNT 159  

type-2    QWRRQRLKVTHPCNRKYQHIFKYGIYNRLKSSLLPFSVTWHNVYGGINSLWVTLESKLNT 180  

2    QWRRQRLKVTHPCNRKYQHIFKYGIYNRLKSSLLPFSVTWHNVHGGINSLWVTLESELNT 165  

3    QWRRQRLKVTHPCNRKYQHIFKYGIYNRLKSSLLPFSVTWHNVHGGINSLWVTLESELNT 165  

                   ____      ================ 

α,β,γ           DMCGLCGKQNVAGHRDELIRDSKLHDHRCKIRDPVLRKNHICRRFFLKTKNCLQDNNSHY 219  

1.1-1.4          DMCGLCGKQNVAGHRDELIRDSKLHDHRCKIKDPVLRKNHICRQFFRKTKNCLQDNNSHY 219  

4           DMCGLCGKQNVAGHRDELIRDSKLHDHRCKIRDPVLRKNHICRRFFRKTKNCLQDNNSHY 219  

type 1A-C   TTSGLCGKQNVAGHRDELIRDSKLHDHKCKTSSPVLQKNDICRQFFQEIKDCVQYNNSHY 219  

type-2     TTSGLCGKQNIAGHRDELIRDSKLHDHKCNTSSPVLQKNDICRQFFQEIKDCVQYNNSHY 240  

2    TTSGLCGKQNIAGHRDELIRDSKLHDHKCNTSSPVLQKNDICRQFFQEIKDCVQYNNSHY 225  

3    TTSGLCGKQNIAGHRDELIRDSKLHDHKCNTSSPVLQKNDICRQFFQEIKDCVQYNNSHY 225  

________________________________________________________________________________ 

 

B                                               ____ 

α,β             TTIGINFQIQMSPEIHLFIDAPD--PSSDKIKGLCGNSNSDTTDDFTTNSGIIENSAKPF 514 

1.1-1.4         TTIGINFQIQMSPEIHLFIDAPD--TSSDKIKGLCGNSNSDTTDDFTTNSGIIENSAKPF 514 

4               TTIGINFQIQMSPEIQLFIDAPD--TSNDKIKGLCGNSNSDTTDDFTANSGIIENSAQPF 514 

Type 1A-C       TTSGFFFQIQLSPEIQLFIDAPD--NSNYKIKGLCGNSNNNTTDDFTTKSGVIENSAEPF 517 

type-2          TTSGLFFQIQLSPEIQLFIDAPNQSKSDDKIEGLCGNSNRNTTDDFTTETGFFPNSVQLF 540 

2               TTSGLFFQIQLSPEIQLFIDAPNQSKSDDKIEGLCGNSNRNTTDDFTTETGFFPNSVQLF 525 

3               TTSGLFFQIQLSPEIQLFIDAPNQSKSDDKIEGLCGNSNRNTTDDFTANSGIIENSAQPF 525 

________________________________________________________________________________ 

 

C                    ____ 

1.1             KNRVCGLCGNFDSNEMNDLSISGSSVSGPMAFGNCWKVQTPPCSDVTTDIFPCERNSYCA 994  

4    KNRVCGLCGNFDSNEMNDLSISGSSVSGPMAFGNCWKVQTPPCSDVTTDIFPCERNSYCA 994 
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Figure 1


