hs_EscherichiaColi             1                                  TTIVSVR....RNGHVVIAGDGQATLG (A) 

                                                                  - 

   

   

a1_SaccharomycesCerevisiae     1  AGYDRH.............................................ITIFSPEG (A,P) 

                                  -                                                   - 

   

   

b1_SaccharomycesCerevisiae     1                                  TSIMAVT....FKDGVILGADSRTTTG (A,P,P) 

                                                                  -                    -  - 

   

   

hs_BacillusSubtilis            1                            MSSFHATTIFAVQ....HKGRSAMSGDGQVTFG (A,I) 

                                                            --    - 

   

   

hs_EscherichiaColi             1                                  TTIVSVR....RNGHVVIAGDGQATLG (A) 

                                                                  - 

   

   

hs_HelicobacterPylori          1                              MFEATTILGYRGELNHKKFALI.GGDGQVTL (A) 

                                                                  - 

   

   

hs_SalmonellaTyphi             1                                 MTTIVSVR....RNGHVVIAGDGQATLG (I,A) 

                                                                 -- 

   

   

a2_ArabidopsisThaliana         1 MGDSQYSFSLTTFSPS..GKLVQIEHALTAVGS.GQTSLGIK....ASNGVVIATEKKLP (V) 

                                 -- 

   

   

a2_CaenorhabditisElegans       1  MGDHYGFSLTTFSPSGKLMQIEYALNAVKN.GQPSVGLR....AKDGVVLATENVGS.. 

   

   

   

a2_CarassiusAuratus            1 MADRGYSFSLTTFSPSGKLVQIEYALAAVAA.GAPSVGIK....ASNGVVLATEKKQK.. (M,I,N) 

                                 -- 

                                  - 

   

a2_DrosophilaMelanogaster      1 MATERYSFSLTTFSPSGKLVQLEYALAAVSG.GAPSVGII....ASNGVVIATENKHK.. 

   

   

   

a2_HomoSapiens                 1 MAERGYSFSLTTFSPSGKLVQIEYALAAVAG.GAPSVGIK....AANGVVLATEKKQK.. (M,I,N,P,P) 

                                 --    -                - 

                                  -                     - 

   

a2_MusMusculus                 1 MAKRGYSFSLTTFSPSGKLVQIEYALAAVAG.GAPSVGIK....AANGVVLATEKKQK.. (M,I,N,P,P) 

                                 --    -                - 

                                  -                     - 

   

a2_RattusNorvegicus            1 MAERGYSFSLTTFSPSGKLVQIEYALAAVAG.GAPSVGIK....AANGVVLATEKKQK.. (M,I,N,P,P) 

                                 --    -                - 

                                  -                     - 

a2_SaccharomycesCerevisiae     1  MTDRYSFSLTTFSPSGKLGQIDYALTAVKQ.GVTSLGIK....ATNGVVIATEKKSS.. 

   

   

   

a2_XenopusLaevis               1 MAERGYSFSLTTFSPSGKLVQIEYALAAVAA.GAPSVGIK....ATNGVVLATEKKQK.. (M,I,N) 

                                 -- 

                                  - 

   



hs_EscherichiaColi            24 .NTVMKGN.VKKVRRLYNDKVIAGFAGGTADAFTLFELFERKLEMHQG.......HLVKA (A) 

                                            -           -  - 

   

   

a1_SaccharomycesCerevisiae    15 RLY...............QVEYAFKATNQTNINSLAVR....GKDCTVVISQKKVP...D 

   

   

b1_SaccharomycesCerevisiae    24 .AYIANRV.TDKLTRVH.DKIWCCRSGSAADTQAIADIVQYHLEL.YTSQYGT.PSTETA (A,P) 

                                            -              --                    - 

   

   

hs_BacillusSubtilis           30 .QAVVMKHTARKVRKLFNGKVLAGFAGSVADAFTLFEKFEAKLEEYNG.......NLKRA 

   

   

hs_EscherichiaColi            24 .NTVMKGN.VKKVRRLYNDKVIAGFAGGTADAFTLFELFERKLEMHQG.......HLVKA (A) 

                                            -           -  - 

   

   

hs_HelicobacterPylori         31 G.NCVVKAN.ATKIRSLYHNQVLSGFAGSTADAFSLFDMFERILESKKG.......DLFK 

   

   

hs_SalmonellaTyphi            25 .NTVMKGN.VKKVRRLYNDKVIAGFAGGTADAFTLFELFERKLEMHQG.......HLVKA 

   

   

a2_ArabidopsisThaliana        54 ....SILVDEASVQKIQHLT.PNIGVVYSGMGPDFRVLVRKSRKQAEQ.YLRLYKEPIPV (V) 

   

   

a2_CaenorhabditisElegans      53 ..VLTDDQ..PKVEQIS.KHIGCVYSGMGPDFRILVKKARKIAME.YEMMYGEEMPTIQL 

   

   

   

a2_CarassiusAuratus           54 .SILYDEQSVHKIEPIT.KHIGMVYSGMGPDYRVLVRRARKLAQQ.YFLVYQEPIPTGQL 

   

a2_DrosophilaMelanogaster     54 .SPLYEQHSVHRVEMIY.NHIGMVYSGMGPDYRLLVKQARKIAQT.YYLTYKEPIPVSQL 

   

   

   

a2_HomoSapiens                54 .SILYDERSVHKVEPIT.KHIGLVYSGMGPDYRVLVHRARKLAQQ.YYLVYQEPIPTAQL (M,U,P,N) 

                                     -             -     -                      -           - 

                                     -                   -                      - 

   

a2_MusMusculus                54 .SILYDERSVHKVEPIT.KHIGLVYSGMGPDYRVLVHRARKLAQQ.YYLVYQEPIPTAQL (M,P,N) 

                                     -             -     -                      - 

                                     -                   -                      - 

   

a2_RattusNorvegicus           54 .SILYDERSVHKVEPIT.KHIGLVYSGMGPDYRVLVHRARKLAQQ.YYLVYQEPIPTAQL (M,P,N) 

                                     -             -     -                      - 

                                     -                   -                      - 

a2_SaccharomycesCerevisiae    53 .SPLAMSETLSKVSLLT.PDIGAVYSGMGPDYRVLVDKSRKVAHTSYKRIYGEYPPTKLL 

   

   

   

a2_XenopusLaevis              54 .SILYDEQSAHKVEPIT.KHIGMVYSGMGPDYRVLVRRARKLAQQ.YYLVYQEPIPTAQL 

   



hs_EscherichiaColi            75 AVELAKDWRTDR.....MLRKLEALLAVADET......ASLIITGNGDVVQPE.NDLIAI 

   

   

a1_SaccharomycesCerevisiae    53 KLLDPTTVSYIFCIS.RTIGMVVNGPIPDARNAALRAKAEAAE.FRYKYGYDMPCDVLAK 

   

   

b1_SaccharomycesCerevisiae    79 ASVFKELCYENK.......DNLTAGIIVAGYDDK.NKGEVYTIPLGGSVHKL...PYAIA (P,P) 

                                  -      -                                               - 

   

   

hs_BacillusSubtilis           82 AVELAKEWRSDK.....VLRKLEAMLIVMNQDT......LLLVSGTGEVIEPD.DGILAI 

   

   

hs_EscherichiaColi            75 AVELAKDWRTDR.....MLRKLEALLAVADET......ASLIITGNGDVVQPE.NDLIAI 

   

   

hs_HelicobacterPylori         82 SVVDFSKEWRKDK.....YLRRLEAMMIVLNFDH......IFILSGMGDVLEAEDNKIAA 

   

   

hs_SalmonellaTyphi            76 AVELAKDWRTDR.....MLRKLEALLAVADET......ASLIITGNGDVVQPE.NDLIAI 

   

   

a2_ArabidopsisThaliana       108 TQLVRETATVMQEFT..QSGGVRPFGVSLLVAGYDD..KGPQLYQVDPSGSYFSW...KA (V) 

                                                                            -- 

   

   

a2_CaenorhabditisElegans     107 VTDIAAVMQEYT..QSGGVRPFGASLLIAGWDKNPGRPLLFQCDPSGAYFAW...KATAL 

   

   

   

a2_CarassiusAuratus          111 VQRVASVMQEYT..QSGGVRPFGVSLLIAGWDE..DRPYLFQSDPSGAYFAW...KATAM (M,P) 

                                           - 

                                           - 

   

a2_DrosophilaMelanogaster    111 VQRVATLMQEYT..QSGGVRPFGVSLLICGWDN..DRPYLYQSDPSGAYFAW...KATAM 

   

   

   

a2_HomoSapiens               111 VQRVASVMQEYT..QSGGVRPFGVSLLICGWNE..GRPYLFQSDPSGAYFAW...KATAM (M,P) 

                                           - 

                                           - 

   

a2_MusMusculus               111 VQRVASVMQEYT..QSGGVRPFGVSLLICGWNE..GRPYLFQSDPSGAYFAW...KATAM (M,P) 

                                           - 

                                           - 

   

a2_RattusNorvegicus          111 VQRVASVMQEYT..QSGGVRPFGVSLLICGWNE..GRPYLFQSDPSGAYFAW...KATAM (M,M,P) 

                                           - 

                                           - 

                                           - 

a2_SaccharomycesCerevisiae   111 VSEVAKIMQEA..TQSGGVRPFGVSLLIAGHDEF.NGFSLYQVDPSGSYFPW...KATAI 

   

   

   

a2_XenopusLaevis             111 VQRVASVMQEYT..QSGGVRPFGVSLLIAGWDE..GRPYLFQSDPSGAYFAW...KATAM (M,P) 

                                           - 

                                           - 

   



hs_EscherichiaColi           123 GSGGPYAQAAARALLENT.........ELSAREIAEKALDIAGDICIYTN....HFHTIE (A,M) 

                                  -                                        -  -  - 

   

   

a1_SaccharomycesCerevisiae   111 RMANLSQIY..TQRAYMRPLGVILTFVSVDEE.LGPSIYKTDPAGYYVGY...KATATGP (P,P) 

                                            -                        -                    - 

   

   

b1_SaccharomycesCerevisiae   128 GSGSTFIYGYCDKNF.....RENMS..KEETVDFIKHSLSQAIKWDGSSG....GVIRMV (A,P) 

                                  -                      - 

   

   

hs_BacillusSubtilis          130 GSGGNYALAAGRALKKHAG.......ESMSASEIARAALETAGEICVYTN....DQIILE (M) 

                                                                           -  -  - 

   

   

hs_EscherichiaColi           123 GSGGPYAQAAARALLENT.........ELSAREIAEKALDIAGDICIYTN....HFHTIE (A) 

                                  - 

   

   

hs_HelicobacterPylori        131 IGSGGNYALSAARALDHFA.........HLEPRKLVEESLKIAGDLCIYTN....TNIKI (M) 

                                                                            -  -  - 

   

   

hs_SalmonellaTyphi           124 GSGGPYAQAAARALLENT.........ELGAREIAEKALDIAGDICIYTN....HFHTIE (M) 

                                                                           -  -  - 

   

   

a2_ArabidopsisThaliana       161 SAMGKNVSNAKTFLEKRYT.......EDMELDDAIHTAILTLKEGFEG....EISSKNIE 

   

   

a2_CaenorhabditisElegans     162 GKNDVNAKTFLEKRFS.......EALELDDGIHTALLTLRESFDVG....MNENNVEVAV 

   

   

   

a2_CarassiusAuratus          164 GKSYVNGKTFLEKRYN.......EDLELEDAIHTAILTLKESFEG....QMTEENIEVGI 

   

a2_DrosophilaMelanogaster    164 GKNAVNGKTFLEKRYS.......EDLELDDAVHTAILTLKEGFEG....KMTADNIEIGI 

   

   

   

a2_HomoSapiens               164 GKNYVNGKTFLEKRYN.......EDLELEDAIHTAILTLKESFEG....QMTEDNIEVGI (N) 

                                        - 

   

a2_MusMusculus               164 GKNYVNGKTFLEKRYN.......EDLELEDAIHTAILTLKESFEG....QMTEDNIEVGI (N) 

                                        - 

   

a2_RattusNorvegicus          164 GKNYVNGKTFLEKRYN.......EDLELEDAIHTAILTLKESFEG....QMTEDNIEVGI (N) 

                                        - 

a2_SaccharomycesCerevisiae   165 GKGSVAAKTFLEKRW.....NDELE..LEDAIHIALLTLKESVEG....EFNGDTIELAI 

   

   

   

a2_XenopusLaevis             164 GKNYVNGKTFLEKRYN.......EDLELEDAIHTAILTLKESFEG....QMTEDNIEVGI 

   



hs_EscherichiaColi           170 ELSYKAEFHHH                                                  

   

   

a1_SaccharomycesCerevisiae   165 KQQEITTNLENHFKKSKIDHINEESWEKVVEFAITHMIDALGTEFSKNDLEVGVATKDKF (P,P) 

                                                -                                       - 

   

   

b1_SaccharomycesCerevisiae   177 VLTAA...............GVERLIFYPDEYEQL                          (P) 

                                                                - 

   

   

hs_BacillusSubtilis          179 ELE                                                          

   

   

hs_EscherichiaColi           170 ELSYKAEFHHH                                                  

   

   

hs_HelicobacterPylori        178 LEL                                                          

   

   

hs_SalmonellaTyphi           171 ELTAKA                                                       

   

   

a2_ArabidopsisThaliana       210 IGKIGADK...............VFRVLTPAEIDDYLAEVE                    

   

   

a2_CaenorhabditisElegans     211 CNSTG................FHRLTKQQVHDHLGTL                        

   

   

   

a2_CarassiusAuratus          213 CNEAG................FRRLSPAEVKDYLAAIA                       

   

a2_DrosophilaMelanogaster    213 CDQNG................FQRLDPASIKDYLASIP                       

   

   

   

a2_HomoSapiens               213 CNEAG................FRRLTPTEVKDYLAAIA                       (M,Nt) 

                                                                 - 

                                                                 - 

   

a2_MusMusculus               213 CNEAG................FRRLTPTEVRDYLAAIA                       

   

a2_RattusNorvegicus          213 CNEAG................FRRLTPTEVRDYLAAIA                       

a2_SaccharomycesCerevisiae   214 IGDENPDLLGYTGIPTDKGPRFRKLTSQEINDRLEAL                        

   

   

   

a2_XenopusLaevis             213 CNEAG................FKRLTPAEVKDYLAAIA                       

   



hs_EscherichiaColi                                   

   

   

a1_SaccharomycesCerevisiae   225 FTLSAENIEERLVAIAEQD (P) 

                                    - 

   

   

b1_SaccharomycesCerevisiae                           

   

   

hs_BacillusSubtilis                                  

   

   

hs_EscherichiaColi                                   

   

   

hs_HelicobacterPylori                                

   

   

hs_SalmonellaTyphi                                   

   

   

a2_ArabidopsisThaliana                               
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