7 Séquences de GDH EC 1.4.1.3 de NON VIRIDIPLANTAE (28/05/03)

Toutes les séquences sont de longueur [503:558] AA

(Fichiers : 3L2NonViri1413.cgi)
>gi|30314696|emb|CAD58716.1| glutamate dehydrogenase [Salmo salar]

MYRYFGELLTRGASSALASGCVESALPVTASLMRVRHYSEVGGEKDADDPNFFKMVEGFFDRGANIVEDK

LVEDLKNKETPVQKRHRVRGILKIIKPCNHILSVSFPIKRDNGEWEVIEGYRAQHSQHRTPCKGGIRYST

EVSVDEVKALASLMTYKCAVVDVPFGGAKAGVKINVKNYTDNELEKITRRFTIELAKKGFIGPGIDVPAP

DMSTGEREMSWIADTYANTMGHHDINAHACVTGKPISQGGIHGRISATGRGVFHGIENFINEAAYMSQLG

LSPGFTDKTFVIQGFGNVGMHSMRYLHRFGAKCVGVGEMDGNIWNPKGIDPKELEDYKLQHGTIVGFPNS

TPYEGSILQADCDILIPAASEKQLTRNNAHKIKAKIIAEGANGPTTPDADKIFLERNIMVIPDMYLNAGG

VTVSYFEWLKNLNHVSYGRLTFKYERDSNYHLLMSVQESLERKFGKHGGAIPVVPTSEFQARIAGASEKD

IVHSGLAYTMERSARQIMRTANKYNLGLDLRTAAYVNAIEKVFKVYNEAGLTFT

>gi|30314692|emb|CAD58714.1| glutamate dehydrogenase [Salmo salar]

MYRYFGELLSRGAGSALASGCVDSALPASAALMRVRQYSEQPDDPNFFRMVEGFFDRGAAIVQDKLVEDL

KSKETPEQKMKRVKGILRIIKPCNHVLSVSFPIKRDNGEWEVVEGYRAQHSQHRTPCKGGIRYSEEVSVD

EVKALASLMTYKCAVVDVPFGGAKAGVKINVKNYSDNELEKITRRFTIELAKKGFIGPGIDVPAPDMSTG

EREMSWIADTYANTIAHTDINAHACVTGKPISQGGIHGRISATGRGVFHGIENFINEASYMSMLGLTPGF

QDKTFIIQGFGNVGLHSMRYLHRYGAKCVGIAEYDGNIYNPEGIDPKQLEDYKLQHGSIVGFPGAKPYEG

SLLEAQCHILIPAASEKQLTRNNAHRIKAKIIAEGANGPTTPDADKIFLENNVMVIPDMYLNAGGVTVSY

FEWLKNLNHVSYGRLTFKYERDSNYHLLMSVQESLERKFGKQGGPIPVVPTADFQARVAGASEKDIVHSG

LAYTMERSDRQIMRTASKYNLGLDLRTAAYVNAIEKVFKVYNEAGITVT

>gi|6680027|ref|NP_032159.1| glutamate dehydrogenase [Mus musculus]

MYRRLGEALLLSRAGPAALGSAAADSAALLGWARGQPSAAPQPGLTPVARRHYSEAAADREDDPNFFKMV

EGFFDRGASIVEDKLVEDLKTRESEEQKRNRVRGILRIIKPCNHVLSLSFPIRRDDGSWEVIEGYRAQHS

QHRTPCKGGIRYSTDVSVDEVKALASLMTYKCAVVDVPFGGAKAGVKINPKNYTDNELEKITRRFTMELA

KKGFIGPGIDVPAPDMSTGEREMSWIADTYASTIGHYDINAHACVTGKPISQGGIHGRISATGRGVFHGI

ENFINEASYMSILGMTPGFGDKTFVVQGFGNVGLHSMRYLHRFGAKCVGVGESDGSIWNPDGIDPKELED

FKLQHGSILGFPKAKVYEGSILEADCDILIPAASEKQLTKSNAPRVKAKIIAEGANGPTTPEADKIFLER

NIMVIPDLYLNAGGVTVSYFEWLKNLNHVSYGRLTFKYERDSNYHLLMSVQESLERKFGKHGGTIPVVPT

AEFQDRISGASEKDIVHSGLAYTMERSARQIMRTAMKYNLGLDLRTAAYVNAIEKVFKVYNEAGVTFT

>gi|542577|pir||S42919 glutamate dehydrogenase [NAD(P)] (EC 1.4.1.3) - fruit fly  (Drosophila melanogaster)

MYHLKSLARQAPAARQELATLAKALPTAVMQSSRGYATEHQIPDRLKDVPTAKDPRFFDMVEYFFHRGCQ

IAEESLVDDMKGKLTRDEKKQKVKGILMLMQPCDHIIEIAFPLRRDAGNYEMITGYRAQHSTHKTPTKGG

IRFSLDVSRDEVKALSALMTFKCACVDVPFGGAKAGLKINPKEYSEHELEKITRRFTLELAKKGFIGPGV

DVPAPDMGTGEREMSWIADTYAKTIGHLDINAHACVTGKPINQGGIHGRVSATGRGVFHGLENFINEANY

MSQIGTTPGWGGKTFIVQGFGNVGLHTTRYLTRAGATCIGVIEHDGTLYNPEGIDPKLLEDYKNEHGTIV

GYQNAKPYEGENLMFEKCDIFIPAAVEKVITSENANRIQAKIIAEAANGPTTPAADKILIDRNILVIPDL

YINAGGVTVSFFEWLKNLNHVSYGRLTFKYERESNYHLLESVQESLERRFGRVGGRIPVTPSESFQKRIS

GASEKDIVHSGLDYTMERSARAIMKTAMKYNLGLDLRTAAYVNSIEKIFTTYRDAGLAF

>gi|13959323|sp|P82264|DHE3_CHAAC GLutamate dehydrogenase (GDH)

ADAADKPDDPNFFRMVEGFFDRGASIVEDKLVEDLRTKETPEQKKGRVAGILRIIKPCNHVLSLSFPIKR

DNGEWEVIEGYRAQHSQHRTPCKGGIRYSMDVSVDEVKALASLMTYKCAVVDVPFGGAKAGVRINTKNYS

DNELEKITRRFTIELAKKGFIGPGIDVPAPDMSTGEREMSWIADTYANTIAHTDINAHACVTGKPISQGG

IHGRISATGRGVFHGIENFMNEASYMSMVGLTPGVQDKTFVIQGFGNVGLHSMRYLHRFGAKCVGIGEID

GAIYNADGIDPKALEEYKLQNGTIVGFPGAKPYEGSILEADCDILIPAAGEKQLTRNNARRIKAKIIAEG

ANGPTTPDADKIFLENNVMVIPDMYLNAGGVTVSYFEWLKNLNHVSYGRLTFKYERDSNYHLLMSVQESL

ERKFGKQGGPIPVVPTADFQARVAGASEKDIVHSGLAYTMERSARQIMRTASKHNLGLDIRTAAYVNAIE

KVFKVYNEAGLTFT

>gi|118534|sp|P00368|DHE3_CHICK GLUTAMATE DEHYDROGENASE (GDH)

CZAADKEDDPNFFKMVEGFFDRGASIVEDKLVEGLRTRQSMEQRRHRVRGILRIIKPCNHVLSVSFPIKR

DDGZWEVIEGYRAQHSHQRTPCKGGIRYSLDVSVDEVKALASLMTYKCAVVDVPFGGAKAGVKINPKNYT

DEDLEKITRRFTMELAKKGFIGPGVDVPAPNMSTGEREMSWIADTYASTIGHYDINAHACVTKPGISQGG

IHGRISATGRGLFGHIENFIENASYMSILGMTPGFGDKTFAVQGFGNVGLHSMRYLHRFGAKCVAVGEFD

GSIWNPDGIDPKELEDYKLQHGTIMGFPKAQKLEGSILETDCDILIPAASEKQLTKANAHKVKAKIIAEG

ANGPTTPQADKIFLERNIMVIPDLYLNAGGVTVSAFZZKNLNHVSYGRLTFKYERDSNYHLLMSVQESLE

RKFGKHGGTIPVVPTAEFQDRISGASEKDIVHSGLAYTMERSARQIMRTAMKYNLGLDLRTAAYVNAIEK

VFKVYNEAGLTFT

>gi|31815|emb|CAA46995.1| glutamate dehydrogenase (NAD(P)+) [Homo sapiens]

MYRYLAKALLPSRAGPAALGSAANHSAALLGRGRGQPAAASQPGLALAARRHYSELVADREDDPNFFKMV

EGFFDRGASIVEDKLVKDLRTQESEEQKRNRVRGILRIIKPCNHVLSLSFPIRRDDGSWEVIEGYRAQHS

QHRTPCKGGIRYSTDVSVDEVKALASLMTYKCAVVDVPFGGAKAGVKINPKNYTENELEKITRRFTMELA

KKGFIGPGVDVPAPDMNTGEREMSWIADTYASTIGHYDINAHACVTGKPISQGGIHGRISATGRGVFHGI

ENFINQASYMSILGMTPGFRDKTFVVQGFGNVGLHSMRYLHRFGAKCIAVGESDGSIWNPDGIDPKELED

FKLQHGSILGFPKAKPYEGSILEVDCDILIPAATEKQLTKSNAPRVKAKIIAEGANGPTTPEADKIFLER

NILVIPDLYLNAGGVTVSYFEWLKNLNHVSYGRLTFKYERDSNYHLLLSVQESLERKFGKHGGTIPIVPT

AEFQDSISGASEKDIVHSALAYTMERSARQIMHTAMKYNLGLDLRTAAYVNAIEKVFKVYSEAGVTFT

