Cytochrome C

Sequences

>NP_061820.1 cytochrome c [Homo sapiens]
MGDVEKGKKIFIMKCSQCHTVEKGGKHKTGPNLHGLFGRKTGQAPGYSYTAANKNKGIIWGEDTLMEYLE
NPKKYIPGTKMIFVGIKKKEERADLIAYLKKATNE

>NP_001124639.1 cytochrome c [Pongo abeliil]
MGDVEKGKKIFIMKCSQCHTVEKGGKHKTGPNLHGLFGRKTGQAPGYSYTAANKNKGIIWGEDTLMEYLE
NPKKYIPGTKMIFVGIKKKEERADLIAYLKKATNE

>NP_031834.1 cytochrome c, somatic [Mus musculus]
MGDVEKGKKI FVQKCAQCHTVEKGGKHKTGPNLHGLFGRKTGOAAGESY TDANKNKGI THGEDTLMEYLE
NPKKYIPGTKMIFAGIKKKGERADLIAYLKKATNE

>NP_001072946.1 cytochrome c [Gallus gallus]
MGDIEKGKKIFVQKCSQCHTVEKGGKHKTGPNLHGLFGRKTGQAEGFSYTDANKNKGITWGEDTLMEYLE
NPKKYIPGTKMIFAGIKKKSERVDLIAYLKDATSK

>NP_001085462.1 cytochrome c, somatic A [Xenopus laevis]
MGDAEKGKKIFIQKCAQCHTVEKTGKHKTGPNLWGLFGRKTGQAPGFSYTDANKSKGIVWGEDTLFEYLE
NPKKYIPGTKMIFAGIKKKNERLDLIAYLKKSTSE

>XP_014028790.1 cytochrome c [Salmo salar
MGDIAKGKKAFVQKCAQCHTVENGGKHKVGPNLWGLFGRKTGQAEGYSYTDANKSKGIIWETDTLMTYLE
NPKKYIPGTKMIFAGIKKKGERADLIAYLKSATS

>XP_032813079.1 cytochrome c, somatic-like [Petromyzon marinus]
MADVEKGKKVFVQKCSQCHTVESGGKHKTGPNLWGLFGRKTGQAPGYSYTDANKSKGITWEEDTLYVYLE
NPKKYIPGTKMIFAGIKKKDERNNLIAYLKKSTSD

>XP_019613432.1 PREDICTED: cytochrome c, testis-specific [Branchiostoma belcheri]
MADAVKNGNPEKGKKVEFVQKCAQCHTVEAGGKHKTGPNLNGLFGRKTGQAPGFSYTDANKNKGITWAEDT
LWIYLENPKKYIPGTKMVFAGLKKKGERADLISYLKESTSS

>NP_001285984.1 cytochrome c proximal, isoform B [Drosophila melanogaster
MGVPAGDVEKGKKLFVQRCAQCHTVEAGGKHKVGPNLHGLIGRKTGQAAGFAYTDANKAKGITWNEDTLF
EYLENPKKYIPGTKMIFAGLKKPNERGDLIAYLKSATK

>XP_001635381.1 cytochrome c [Nematostella vectensis]
MGDATKGAKVFKTKCAQCHTVEAGGKHKTGPNLHGLFGRKTGQAEGFSYTTANQNKGITWGEDTLMVYLE
NPKKYIPGTKMVFAGIKKKNERLDLIAYLKQETS

>XP_004209990.1 cytochrome c [Hydra vulgaris]
MGAEKIPTGDATKGAKVFKQRCAQCHVIDQSGKHKTGPNLYGLIGRKTGQAPGFSYTQANONKGITWNKD
TLWVYLENPSKYIPGTKMVFAGIKKGQERADLIAYLEEECKK

>XP_003388937.1 PREDICTED: cytochrome c-like [Amphimedon queenslandica]
MRSFLQRTLDSVVTKEKGVVTGYHCISLKAEEKEKALQRRSILQLLGKMSIPQGDPANGAKIFKQRCAQC
HTTEAGGKHKTGPNLHGLFGRKTGQAPGFTYTQANKSKGITWGEDTLEVYLEAPKKY I PGTKMVFAGLKK
PQERADLIAHLKEATK
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KIFKQRCAQCHTTEAGGKHKTGPNLHGLFGRKTGQAPGFTYTQANKSKGITWGEDTLEVY
KVFKQRCAQCHVIDQSGKHKTGPNLYGLIGRKTGQAPGFSYTQANQNKGITWNKDTLWVY
KLFVORCAQCHTVEAGGKHKVGPNLHGLIGRKTGOAAGFAYTDANKAKGITWNEDTLFEY
KVFVQKCAQCHTVEAGGKHKTGPNLNGLFGRKTGQAPGFSYTDANKNKGITWAEDTLWIY
KVFKTKCAQCHTVEAGGKHKTGPNLHGLFGRKTGOAEGFSYTTANONKGITWGEDTLMVY
KVFVQKCSQCHTVESGGKHKTGPNLWGLFGRKTGQAPGYSYTDANKSKGITWEEDTLYVY
KAFVQKCAQCHTVENGGKHKVGPNLWGLFGRKTGQAEGYSYTDANKSKGI IWETDTLMTY
KIFIQKCAQCHTVEKTGKHKTGPNLWGLFGRKTGOAPGFSYTDANKSKGIVWGEDTLFEY
KIFIMKCSQCHTVEKGGKHKTGPNLHGLFGRKTGQAPGYSYTAANKNKGI IWGEDTLMEY
KIFIMKCSQCHTVEKGGKHKTGPNLHGLFGRKTGOAPGYSYTAANKNKGIIWGEDTLMEY
KIFVQKCAQCHTVEKGGKHKTGPNLHGLFGRKTGQAAGFSYTDANKNKGITWGEDTLMEY
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Kok ik ikER KRk Kkkk KAk kAKKKRE kyiRk kkg kKA K KAk K
LEAPKKYIPGTKMVFAGLKKPQERADLIAHLKEATK- 156
LENPSKYIPGTKMVFAGIKKGQERADLIAYLEEECKK 112
LENPKKYIPGTKMIFAGLKKPNERGDLIAYLKSATK- 108
LENPKKYIPGTKMVFAGLKKKGERADLISYLKESTSS 111
LENPKKYIPGTKMVFAGIKKKNERLDLIAYLKQETS- 104
LENPKKYIPGTKMIFAGIKKKDERNNLIAYLKKSTSD 105
LENPKKYIPGTKMIFAGIKKKGERADLIAYLKSATS- 104
LENPKKYIPGTKMIFAGIKKKNERLDLIAYLKKSTSE 105
LENPKKYIPGTKMIFVGIKKKEERADLIAYLKKATNE 105
LENPKKYIPGTKMIFVGIKKKEERADLIAYLKKATNE 105
LENPKKYIPGTKMIFAGIKKKGERADLIAYLKKATNE 105
LENPKKYIPGTKMIFAGIKKKSERVDLIAYLKDATSK 105
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