
sp|Q16795|NDUA9_HUMAN      MAAAAQSRVVRVLSMSRSAITAIATSVCHGPPCRQLHHALMPHGKGGRSS 50
sp|Q5R5S0|NDUA9_PONPY      MAAAAQSRVVRVLSMSRSAITAIATSVCHGPPRRQLHHALIPHGKGGRSS 50
sp|P34943|NDUA9_BOVIN      MAAAVHPRVVRVLPMSRSSVPALAASVFHSPPQRQLHHAVIPHGKGGRSS 50
sp|Q9DC69|NDUA9_MOUSE      MAAAVRFRVVRALPMSRPAITAAATSVFCGSSHRQLHHAVIPHGKGGRSS 50
sp|P25284|NDUA9_NEUCR      -MAPLTAAMRSTPRIIVSNAFGFQRRAISDVTITRTGKPIIRN-QGGRSS 48
sdrA1                      ---------------MYAVYPEVLMNNYVPV----------------DGL 19
sdrA2                      -------------------VSAMTENDYTKAK--------------GDGI 17
                                                                           .

sp|Q16795|NDUA9_HUMAN      VSGIVATVFGATGFLGRYVVNHLGRMGSQVIIPYRCDKYDIMHLRPMGDL 100
sp|Q5R5S0|NDUA9_PONPY      VSGIVATVFGATGFLGRYVVNHLGRMGSQVIIPYRCDTYDIMHLRPMGDL 100
sp|P34943|NDUA9_BOVIN      VSGIVATVFGATGFLGRYVVNHLGRMGSQVIVPHRCEPYDTMHLRPMGDL 100
sp|Q9DC69|NDUA9_MOUSE      VSGVVATVFGATGFLGRYVVNHLGRMGSQVIIPYRCDVYDIMHLRLMGDP 100
sp|P25284|NDUA9_NEUCR      LGGHTATVFGATGQLGRYIVNRLARQGCTVVIPFR-DEYNKRHLKVTGDL 97
sdrA1                      LNGRVIIVTGAGEGIGRCAAVEFARLGAEVVLLGRTQRKLEGVYDEIVDS 69
sdrA2                      LDGKTILVTGAGDGIGRAVAIEYAHQGATVVLLGKTKRNLEGVYDEITDY 67
                           :.* .  * **   :**  . . .: *. *::  : .           *

sp|Q16795|NDUA9_HUMAN      GQLLFLEWDARDKDSIRRVVQHSNVVINLIGRDWETKNFDFEDVFVKIPQ 150
sp|Q5R5S0|NDUA9_PONPY      GQLLFLEWDARDKDSIRRVVQHSNVVINLIGRDWETRNFDFEDVFVKIPQ 150
sp|P34943|NDUA9_BOVIN      GQIIFMDWNGRDKDSIRRAVEHSSVVINLVGREWETQNFDFEDVFVKIPQ 150
sp|Q9DC69|NDUA9_MOUSE      GQLTFLEWDARDKDSIRKAVQHSNVVINLIGREWETRNFDFEDVFVNIPR 150
sp|P25284|NDUA9_NEUCR      GKVVMIEFDLRNTQSIEESVRHSDVVYNLIGRDYPTKNFSFEDVHIEGAE 147
sdrA1                      G--------------YKEPVIHPMDLLTAKGRDYQDFAQRLKESLGRLDG 105
sdrA2                      G--------------YAEPAILVVDLADPASDAFKTIGAAISSEFTQLNG 103
                           *                . .     :    .  :      :..   .

sp|Q16795|NDUA9_HUMAN      AIAQLSKEAGVEKFIHVSHLNANIKSSSRYLRNKAVGEKVVRDAFPEAII 200
sp|Q5R5S0|NDUA9_PONPY      AIAQLSKEAGVEKFIHVSHLNANIKSSSRYLRNKAVGEKVVRDAFPEAII 200
sp|P34943|NDUA9_BOVIN      AIAQVSKEAGVEKFIHISHLNADIKSSSKYLRSKAVGEKEVRETFPEATI 200
sp|Q9DC69|NDUA9_MOUSE      AIAQASKEAGVERFIHVSHLNASMKSSSKSLRSKAVGEKEVRSVFPEAII 200
sp|P25284|NDUA9_NEUCR      RIAEAVAKYDVDRFIHVSSYNADPNSECEFFATKARGEQVVRSIFPETTI 197
sdrA1                      ILHN---AAELDILTPIQYYDEELWESAMKVNVTAP-YLLTQACLPLLLA 151
sdrA2                      IVHN---AAELGMLTPLENYEGALWDHVFQVNVKSP-LLVTQQCLPLLKE 149
                            : :      :  :  :.  :    .    .  .:     .:  :*

sp|Q16795|NDUA9_HUMAN      VKPSDIFGREDRFLNSFASMHRFGPIPLGSLGWKTVKQPVYVVDVSKGIV 250
sp|Q5R5S0|NDUA9_PONPY      IKPSDIFGREDRFLNSFASMHRFGPTPLGSLGWKTVKQPVYVVDVSKGIV 250
sp|P34943|NDUA9_BOVIN      IKPAEIFGREDRFLNYFANIRWFGGVPLISLGKKTVKQPVYIVDVTKGII 250
sp|Q9DC69|NDUA9_MOUSE      IRPSDIFGREDRFLNHFANYRWFLAVPLVSLGFKTVKQPVYVADVSKGIV 250
sp|P25284|NDUA9_NEUCR      VRPAPMFGFEDRLLHKLASVKN----ILTSNGMQEKYNPVHVIDVGQALE 243
sdrA1                      SEDASIVFITDDCAREAKGYWGAYAVSKAAVQHLGLTLAIELQNTNVRVN 201
sdrA2                      APYASIIFTTDESGVKPKGYWGAYGVSKAAILHMARMWAIEYANTPIRVN 199
                              : :.   *       .          :        .:   :.   :

sp|Q16795|NDUA9_HUMAN      NAVKDPDANGKSFAFVGPSRYLLFHLVKYIFAVAHRLFLPFPLPLFAYRW 300
sp|Q5R5S0|NDUA9_PONPY      NAVKDPDANGKSFAFVGPNRYLLFHLVKYIFAVAHRLFLPFPLPLFAYRW 300
sp|P34943|NDUA9_BOVIN      NAIKDPDARGKTFAFVGPSRYLLFDLVQYVFAVAHRPFLPYPLPHFAYRW 300
sp|Q9DC69|NDUA9_MOUSE      NATKDPDAVGKTFAFTGPNRYLLFHLVKYIFGMTHRTFIPYPLPLFVYSW 300
sp|P25284|NDUA9_NEUCR      QMLWDDNTASETFELYGPKTYTTAEISEMVDREIYKRRRHVNVPKKILKP 293
sdrA1                      VINPGPCRTG-----MRVRTHPGASIMSVPPPIAIMPLYEYLLGPDSKNT 246
sdrA2                      IVDPGPCRTG-----LRLLTHPGMPMKRYTPPEAITSIYTQLMDCDVLGH 244
                               .    .          :    :                :

sp|Q16795|NDUA9_HUMAN      VARVFEISPFEPWITRDKVERMHITDMKLPHLPGLEDLGIQATPLELKAI 350
sp|Q5R5S0|NDUA9_PONPY      VARVFEISPFEPWITRDKVERMHITDMKLPHLPGLEDLGIQATPLELKAI 350
sp|P34943|NDUA9_BOVIN      IGRLFEISPFEPWTTRDKVERIHTTDKILPHLPGLEDLGVEATPLELKAI 350
sp|Q9DC69|NDUA9_MOUSE      IGKLFGLSPFEPWTTKDKVERIHISDVMPTDLPGLEDLGVQPTPLELKSI 350
sp|P25284|NDUA9_NEUCR      IAGVLNKALWWPIMSADEIEREFHDQVIDPEAKTFKDLGIEPADIANFTY 343
sdrA1                      RGQIMNARDWLDAEHDDRQIVAVLEQ------------------------ 272
sdrA2                      NGELFYAQNFINPDLDDRTEKDLATSTV---------------------- 272
                            . ::    :      *.       .

sp|Q16795|NDUA9_HUMAN      EVLRRHRT--YRWLSAEIEDVKPAKTVNI--- 377
sp|Q5R5S0|NDUA9_PONPY      EVLRRHRT--YRWLSAEIEDVKPAKTVNI--- 377
sp|P34943|NDUA9_BOVIN      EVLRRHRT--YRWLSSEIEDVQPAKTIPTSGP 380
sp|Q9DC69|NDUA9_MOUSE      EVLRRHRT--YRWLSSEIEETKPAKTVNY--- 377
sp|P25284|NDUA9_NEUCR      HYLQSYRSNAYYDLPPATEKERREDREYIHML 375


