
                                 motif-1                                   motif-2                                motif-3 
gi#     COG/KOG# name species                 hhhhhhhhhhhhhhhhhhhhhh    sssssss     hhhhhhhhhhhhhhhhhhhhh  sss--ssssss 
18409989 KOG4355      ARATH  206 CLGACTYCK(6)---HLGSYTVDSLVERVRTVISEG---VKEIWLSS---ED(14)LLNA----IVKELPSDQSTML--RIGMTNPPF
7299338  KOG2492      DROME  250 CDNMCTYCI(11)PLASIVAEVKALAEQGVKEVTLL(6)YRDRTAQE(6)AT(14)GTPFAAL-LRSVAQAVPDMRI--RFTSPHPKD
2501533  COG0621 Y019_HAEIN  156 CNKYCTFCV(11)PVDDVLFEIAQLAEQGVREVNLLG--QNVNAYRG---PT-HDGQICSFAE-LLRLVASIDGID---RLRFTTSHP
20094331 COG1032      METKA  196 CPFRCLFCA(5)-GPKWRGKSPDRVVEEISYLVEELG--VERLEFVD---DV-FTAHKRRVRE-ICEKMREE-------GIDVPWDCG
15896586 COG4277      CLOAB   63 CIYDCQYCV(5)-DTPRASFTPRELADLTMNFYRRNY--IEGLFLSS---GV-MKNPDYTCEQ-MIEVLRILRYEY---NFYGYIHAK
3913815  COG0635 HEMN_AQUAE   60 CEQRCLYCG(10)IEEPYLERVCREMDLVSQYLDKDR-KVIQLHWGG---GTPNYLSPEQIKW-FMEEIRKRFEFGDNAEISIELDPR
14520767 COG2100      PYRAB  124 CNMRCIFCS(9)-RKLDFVVDIDYLLKWFDWVAKEK(4)EAHLDAQG------EPLLYPFIVE-LVQALREHPHVS---VISMQSNGV
11499591 COG0535 NirJ2_ARCFU 123 CNLRCKHC-(5)-KPLQDELTTDEALETIDK-LDRLG--VTIIAFSG---GE--PLVRRD----IFELTRYAAEKGI--YVAIATNGT
15833984 COG0641_AslB ECOLI  108 CNLNCDYCF(9)-EKPVTHMDDDTLEAYVRHYIAAS(4)EVAFTWQG---GEPTLLGLEFYRRAVALQAKYGAGRKI--SNSFQT-NG
549552   COG0820 YFGB_ECOLI  124 CALECKFCS(13)EIIGQVWRAAKIVGAAKVTGQRP---ITNVVMMG--MGE-PLLNLNNVVP-AMEIMLDDFGFG(4)RVTLST-SG
15606957 COG2516      AQUAE   54 CHATCAYCG(15)RVEWPTVKTDEIIERTKQVGH-----AERLCISQ---IT-HPRAIRDTKY-ILEKVHRELGDKIFISILLNA-TG
1705463  KOG2900 BIOB_ARATH   93 CSEDCSYCP(8)-VKAQRLMSKDAVIDAAKK-AKEAG--STRFCMGA--AWRDTIGRKTNFSQ-ILEYIKEIRGMGM--EVCCTL--G
15606163 COG1060_ThiH AQUAE   66 CIAGCKFCA(6)-DEDAYVLDMDTILQKVKELVEWGG---TTLLMQG---GINPDLPLEFYED-MISQIKKHFPQV---QIHCFSAPE
19705171 COG1509_KamA FUSNN  126 CSMYCRHCT(6)--SSDDAMPMDRIDKAIEYIAKTPQ--VRDVLLSG---GDALLVSDKKLES-IIQKLRAIPHVE---IIRIGSRTP
18313168 COG1313_PflX PYRAE  158 CNFRCVYCQ(6)-FSESGIEVTAEALAAIQAKLREEG--ARNINWVG---GE----PTPNIPY-ILESLRILARRGV--NVPQLWNSN
730103   COG2896 MOAA_BACSU   26 CNFRCTYCM(11)LKKEELLSFEELERLATLFVTRFG--VEKIRLTG---GE--PLMRKDMPE-LIKKLARIPGIR---DIAMTTNGS
22027536 KOG2876 MOCS1_HUMAN  79 CNLRCQYC-(8)-TPKANLLTTEEILTLARL-FVKEG--IDKIRLTG---GE--PLIRPDVVD-IVAQLQRLEGLR---TIGVTT-NG
14521276 COG2108      PYRAB   46 CPRNCFYCP(11)ANERPVRSEKDIIEEAKIQDARGA------GITG---GD-PLARLSRTVE-YIRLLKEEFGKKF--HIHLYT-TG
22001767 COG0320 LIPA_YERPE   93 CTRRCPFCDV---AHGRPVTPDANEPEKLAQTIQDMG--LRYVVITS---VDRDDLRDGGAQH-FADCISAIRAKNP--TIKIETLVP
17865692 COG0502 BIOB_SALTY   52 CPEDCKYCP(8)-LEAERLMEVEQVLDSARK-AKNAG--STRFCMGA--AW--RNPHERDMPY-LEKIVQGVKAMGL--ETCMTL--G
14520966 COG1180_PflA PYRAB   81 CNMHCKHCQ(6)-ADENFPYLQDATPEAIVRLAKHYE--CESIAYTY---NE----PTIWYEF-VLDTAKLAKKEGL--NNILVT-NG
13476168 COG1533_SplB RHILO   74 CEHGCVYCF(14)DFETKLFAKPDAARLLDKELSKEGYQPRTIAIGT---NT(4)PIEKQYRI-MREILEVLEARGH--PVGIVTKSA
15605904 COG1856      AQUAE   69 CELMCDHCASKILWHMIPATTPEELVKVGED-LKKKG--IEGVLISG---GS-DKNGFVPLWD-FFDAMKYLKEEL---GFLLTCHVG
15643710 COG5014      THEMA  710 CKFLCAYCW(8)-KRAGDFLSPEEVAERLLEISKKRK--CDLFRISG---AE-PILGRRSAEH-VRKVIELVNN-----TFILET-NG
15891589 COG0602_NrdG AGRT5   43 CDYRCSWCD(6)-SEYRDTWKPMSVEAIWQEVLGLSGGMPLTVSLSG---GN------PAIQP-LGTLIAKGQGEGY--RFALETQGS
conserved                        *   * ** 

                          motif-4                                               motif-5                      motif-6
             hhhhh      sssssss   hh--hhhhhhh       hhhhhhh—hh----hhhhh   sssssss       hh---hhhhhh---hh  sssss          
18409989 I(5)EIAAV(4)CVYTFLHVPVQSGSD--SVLTAMNREYTASEFRTVVDT--LT---ELVPG---MQIATDIIC-GFPGETDEDFSQTV(5)-YKFPQVHISQFYPR(208)
7299338  F(5)EVIRD-HPNVCKQLHLPAQSGNT--QVLERMRRGYSREAYLELVQH--IR---QFLPN---VGLSSDFIC-GFCGETEEEFQDTVSL--IQQVQYNVAYLFAY(129)
2501533  I(7)DVYRD-TPELVSFLHLPVQAGSD--RVLTMMKRAHTALEYKSIIRK--LR---AVRPD---IQISSDFIV-GFPGETAEDFEQTMNL--IAQVNFDMSFSFVY(135)
20094331 A(7)ELART(4)GCRTVYVGAESASN---ETLKRINKGIT---VQDVIACRKVA---KRHG----LRILLSFIL-GFPWEDREDVFRTI(5)-LEPDYVQFTVCTPY(86) 
15896586 A(5)DTLID(4)LCDRM-SVNIELPSQ--KSLKLLAPNKS(6)PMGYIKN-KIS---ENTT(13)AGQSTQMIIGATPDTD(5)LTESLYSK-YKLKRVFFSAYMPV(181)
3913815  YLTDEQIKA(4)GFNRI-SLGVQDLDP--KVQQAVNRVQP(6)KMEKLRE-------AGFES-----INLDLIY-GLPYQTKESFEKTV(7)-PDRIATYSFAYIPQ(208)
14520767 LLNDKLVEE(4)GLDRV-NLSIHSLD---PEKAKMLMGIK(6)VLEMAEA--LV---NAGID---VLIAPVIMF-GVNDDE(6)FARRIGAG-KRWPALGFQNYIPY(110)
11499591 LITEEIAKR(4)GVGYV-QISLDGMK---ETHEAFRGIR--GCFDKTVEG--IR---NAVKTG--LFVNVSMTVTRYNYHEVPKVVELCEK--LGVNWFMHYNFIPT(177)
15833984 V-LLDDEWC(4)ENHFLVGLSLDGPAEI-HNQYRVTKGGR-PTHKLVMRA--LT---L-LQK---HHVDYNVLV-CVNRTSAQQPLQVYDFLCDAGVEF--IQFIPV(210)
549552   V(4)DKLGD---MIDVALAISLHAPND--EIRDEIVPINKKYNIETFLAA--VR---RYLE(7)-RVTIEYVMLDHVNDGT(5)LAELLK---DTPCKINLIPWNPF(70) 
15606957 H-TYEDLED(4)GAETL-TVALDAAT---PELFEKLRGRP(6)WETYWKV--LEWCADIMGD---GHVGAHLIV-GLGETEEE-MVRTIQRVRDLGGRTHLFSFWPE(130)
1705463  MIEKQQALE(4)GLTAY-NHNLDTSR---EYYPNVITTRS---YDDRLET--LS---H-VR(3)-INVCSGGII-GLGEAE(5)LLHTLATLPSHPESVPINALLAV(107)
15606163 I(13)VIRR(4)GLMSIPGGGAEILSQ--EVRDKISPGKC(4)WEEVHRT--AH---R-LG----MTTTATMMF-GHVESI(5)HLERVRKIQDETGGF--TAFIPW(109)
19705171 V----VLPQ(4)ELCNM----LKKYH---PIWLNTHFNHP(6)AKKACEM--LA---DAGVP---LGNQTVLLR-GINDSVPV-MKRLV----HDLVMMRVRPYYIY(132)
18313168 M-YLTPEGL(4)HVIDIWLPDFKYGN---DAHALRYSVAP-RCWEVTTRNFSVI---CKRRE---DIIVRHLVLPGHVECCTKPVLRWL----AENCNHALVNIMDQ(44) 
730103   L-LPVYAKR(4)GLKRV-TISLDSLE---DERFKKINGRG(6)LEGIEAA--KQ---AGLG----VKINMVVQK-GVNEKD---ILPMARYFKEKGHILRFIEFMDV(137)
22027536 I(6)PQLQK--AGLSAI-NISLDTLVPAKFEFIVRRKGFH-KVMEGIHKA--IE---LGYNP---VKVNCVVMR-GLNEDELLDFAALTEGL-PLDVRF--IEYMPF(133)
14521276 I(4)EALEK(4)GLDEI-RFHPDLFQPNSKFFEREIENMK(6)WDVGGEV-PAV---PGFE(8)-LLDKLGAKFLNINELE(5)LRALL(13)IKGSLEMGLKVLEW(122)
22001767 D(5)DRALD(4)TPPDVFNHNLENVP---RVYRQVRPGAN-YDWSLKLLE-RFK---EAHPD---IPTKSGLMV-GLGETN(5)VMHDLRR--HGVTMLTLGQYLQP(53) 
17865692 MLNESQAQR(4)GLDYY-NHNLDTSP---EFYGNIITTRT---YQERLDT--LE---K-VR(3)-IKVCSGGIV-GLGETV(5)LLLQLANLPTPPESVPINMLVKV(118)
14520966 Y-INEEPFR(4)YIDAM-NIDIKAFDD--RFYMKIASVPN-GEPSRRIAK-IAK---KEFGI---HVELTYLIIPTLNDKE(5)FARWVVDELGSDTPVHFSRFFPH(90) 
13476168 L(5)DILSR(4)GLAKV-ALSVTTLD---RMLARTMEPRA-STPTKRLEA--IR---Q-LS(5)-TSVMVAPIIPGLTDQE---MERILDSAYAAGARE--------(99) 
15605904 L(6)EKLKE--ANVDAV-LLDIIGDN---ETIAQVYKLPH-KSVEDYDRS--LR---L-LK(3)-LRIVPHVII-GLHYGK(6)AIDMIAK--YEPDALVLVVVMPY(99) 
15643710 L-----------------MFGFDPSL--------------------------VD---L-FVN---LNVLIRVSVKGWDEES------------FEKITGASGEYFRY(50) 
15891589 I------AK(4)DLDHL-VLSPKPPS----------SGME-TDWQAFEDC--LA---AAGDG---PQVALKVVI--FDDADYA-YAKAA(5)-HLPVYLQPGNHTPP(49) 
conserved                                                                           *


