
Predicted Sec. Str.            ..EEEEEEE........HHHHHHHHHHH..............EEE...... . ...HHHHHHHHHH  ..  ..EEEEEEE..................EEE.......................  
MTH1629_Mta_15679624         1 MIEVEVKAKIHDR----DEMVDRILSVG---GVHVSDEEQHDLYFNAPHRD   FARTDEALRIRRS      GGRTFITYK----GPKIDEES-KTRKELETEVAD-------------------\ MJ0240 like 
MJ0240_Mjan_15668415         1 MIEVEIKVKIDDK----NKVVEQLKKLG---FKFIKKKFQEDIYFNGIDRD   FRETDEALRIRDE      DGNFFVTYK----GPKIDKIS-KTREEIEVKIED-------------------| 
CAC0650_Cac_15893938         1 MKEAETRIIDIDV----ENIRTILKSVN---AINIKKENQVNDIYDFENGK   LLDNKGYARIRIV   6  KNHYFMTVK----KMLSQEKF-KVMDEHEIEISD-------------------| 
CyaB_Mka_20094307            1 MYEVEVKVKLKNP----EDVRKRLEELG----EKVRTVRQRDLYYQHPCRD   FAETDEALRLRCS      DDKVALTYK----GPKVGRE--KSRVELEVVVDD-------------------| 
ST0300_Sst_15920492          3 HIEREIKIKLISPNI--EELEKILNIK----YKLFNEEHQIDIYYNSPVRD   FRKTDEALRLRLV      NNEVELTYK----GPKLSSES-KSREEITVKIDN-------------------| 
cyaB_Sso_15897197            1 MIEKEVKIVVEYPSL--EELRESLGKD----MKLLDVEKQEDVYFNYVYRN   FKITDEAVRIRIN      NKGIELTYK----GPKLHSSL-KAREEISITVND-------------------| 
APE1761_Ap_14601609          1 GVEVESKYRIECSEM--EYIEAALRDAG---LYLEGERLEVDIYYRHPCRD   MLSRDEALRLRVY   1  DNGGRLTYK----GPRMGGGF-KAREEVEIELTR-------------------| 
AF1988_Af_11499570           1 -MEVEAKFPYR------EGVEEKVKEI----AELIIEKFEHDIYFSHPCRD   FASSDEALRIRQD      VEGITLTYK----GPKVDVET-KSREEVKLKVEN-------------------| 
PAB2098_Pab_14520591         1 MYEVELKGYAN------EEIFEKVRET----YRFMRREIHEDIYYQHPCRD   FSKTDEALRIRIK   4  HHEVFLTYK----GPKLDKRS-KTRLEIEVEIQD-------------------| 
PH1819_Ph_14591570           1 MYEVELKGYAN------DEIFEKVRET----FEFMRKEIHEDIYYQHPCRD   FSKTDEALRIRIK   4  HNEVFLTYK----GPKIDEKS-KTRLEIEVEIQED------------------| 
PF1859_Pfu_18978231          1 MYEVELKGYAN------DEIFERVREK----FEFMRREIHEDIYYQHPCRD   FSKTDEALRIRIK   4  HFEAFLTYK----GPKIDERS-KTRLEIEVEIDD-------------------| 
cyaB_Mac_20092837            1 MIEVEVKVRADH-----SKIRPLLEKIG---ANKIGVEEQSDTYFSAPYRD   FANTDEALRIRSL      GGQAVLTYK----GPKLDKVS-KTREELETPVDE-------------------| 
MM0868_Mma_21226970          1 MIEVEVKVRADH-----SKIRPVLMEMG---ASKIGVEEQSDVYFAAPYRD   FAKTDEALRIRSL      GGHSVLTYK----GPKLDKVS-KTRVEIETPVDG-------------------| 
PAE0832_Pyae_18312214        1 MLEVEVKYRADL-----SLVKNRLQHLG---FSPVSVVYEEDVYFQHPCRD   FSATDEALRVRIS      EGRVTVTYK----GPRMGAGA-KTRLEVSAQASG-------------------| 
VNG1296C_Hsp_15790339        1 MYEVEVKVPGEY-----ETVRAALADVD---AAEHTTVAQADTYYDAPHRA   FEQTDEAFRLRRV  27  DGESRVTYK----GPLVEAES-KTREEFETAVGD-------------------/ 
cyaB_Aehy_3093292            9 RFEVEFKYRLSDV----DAFTCALAALN--PEVMLEDNQEQDSYFDTPEHS   LAAEGKSLVIRTM   2  SGIQLWIVK----GPEAD------RCEAVNITDA-------------------\cyaB 
cyaB_Ype_16121473            8 KYEVELKFRVMDL----TTLHEQLVAQK--ATAFTLNNHEKDIYLDANGQD   LADQQISMVLREM   2  SGIRLWIVK----GPGAE------RCEASNIEDV-------------------/ 
F35D11.4_Ce_17533725        25 SRNVEIKAKVQNL----DETVRRAVEIS--GKQP-TILKQHDIFYESP---   ----NGRLKMRSV   6  HTELIWYDRSDVAGPKLSN---FNKFDVPSEVLD-------------------\THTP-like 
CG14434_Dm_7290769          10 QRNVEVKARIPGGSEGFEQRLILARNLS--GSQDAQLIEQRDVFFESP---   ---LGGRLKLRYL   4  RSQLVYYDRPDVAGPKLSK---FNKTEVDEPEV--------------------| 
RSc1389_Rsol_17546108        2 ARNVEIKARVRDA----AALSARAAALT--DAGP-EHIEQDDTFFACA---   ----HGRLKLRRF   3  HGHLIHYFRADVAGPRLSD---FHIVPTDAPD---------------------/ 
BAB21921_Mfas_12698188       5 LIEVERKFLPGP------GTEERLQELG---GTLEHRVTFRDTYYDTPELS   LMQADHWLRRRED  12  VLGHHTEYK-ELTAEPTIV---AQLCKVLGADGLG------------------\ 
THTP_Hs_13236577             5 LIEVERKFLPGP------GTEERLQELG---GTLEYRVTFRDTYYDTPELS   LMQADHWLRRRED  12  VLGPHTEYK-ELTAEPTIV---AQLCKVLRADGLG------------------/ 
At1g26190_At_15222660      248 SPTYILKSRKEVS----VDQIKAVLSDG----HTETKEETYDIYLLPPGED   PESCQSYLRMRNK      DGKYSLMFE-EWVTDTPF----VISPRITFEVS--------------------\ At1g26190-like 
At1g73980_At_15221102      248 NPTYILKSSKAVT----PEQMKAALSED----FKERTEETYDIYLLPPGED   PEACQSYLRMRNR      DGKYNLMFE-EWVTDRPF----IISPRITFEVS--------------------| 
49D11.13_Osa_19387247      242 NPMYILKSPRTIT----PTDIKVALGED----HTESIEETYDIYLLPPGED   PESCQSYLRMRNR      EGKYNLMFE-EWVTDNPF----IISPRITFEVS--------------------| 
AAG32531_Ddi_11245938      291 EPVYVCKAKYDNN----KQFFDQFLSSL---NVVPVKKNFSDMYLYPPKYG 5 QADKRNWIRIRRS   1  HGQFNITFY-NEMMDGAV----NTRPSLNFEIS--------------------/ 
CPE1352_Cpe_18310334         1 MKELETRIIDIDV----EKLRETLNKLG---AKNVKRENQTNDIFDFPDRK   LLDKKGYARIRTV   6  KTVYFMTTK-KMLSQDKF----KVMEENETIIED-------------------\ archaeal cyaB like 
PF0863_Pfu_18977235          1 -MEVEIKFKIKL-----EDFLHTLNTFN---PEFVRYEEQEDVYFEVPR--   ----PKLLRIRGV   2  LKKYYLTFK-EILDENNE-----EFYEVEFEIGD-------------------| 
PH1012_Ph_14590852           1 -MEIEVKFRVNF-----EDIKRKIEGLG---AKFFGIEEQEDVYFELPS--   ----PKLLRVRKI   2  TGKSYITYK-EILDKRNE-----EFYELEFEVQD-------------------| 
cyaB_Pab_14521172            1 -MEIEIKFRVS------EDIKERLESLN---AKFVGLEVQEDVYFDVPL--   ----PKLLRVRRI   2  LGKSYITYK-EIMDRNNE-----EFYEVEFEVSD-------------------/ 
BB0723_Bb_15595068           1 MFEIESKAFIPT-----KELKRIIKLAN-KKFKFIKEEIKTDIYYSN----   ---QKKIIRIRKL   1  TLEKIVTFK-KKILDNNNTV--EINKEIEFKIDS------------------- 

XF2357_Xfa_15838948          2 AIEIERKFLVVG------EGWRAAAHRV---------IPMTQGYINDQKAL 1 KGTQKASVRVRIQ      EDAAYLNLK----SAAFG----HTRQEFEYAIPL-------------------\XF2357_Xfa 
XAC1330_Xaxo_21242083        2 PTEIERKFLVTG------DGWRDAAHAV---------IPMAQGYINDQAAL 1 SGTQHASVRVRIQ      GESAFLNLK----SREVG----HTRQEFEYPIPL-------------------| 
XCC1279_Xca_21230736         2 GIEIERKFLVTG------DGWRTATHAV---------IPMAQGYINDQASL 1 SGAQNASVRVRLQ      GDAAFLNLK----SRELG----HTRQEFEYPIPL-------------------/ 
AGRL752_Atu_15890492         2 AKEIERKFLVAG------GEWRDEVTHS---------MAFRQAYVAS----   --LENRSVRVRIV   1  GRDATLTIK----IGASA----LVRDEYEYSIPL-------------------\mll4592_Mlo like 
SMc03154_Sme_15966638        2 AKEIERKFLVAT------DGWRQHADKG---------IRLRQAYVVT----   --MEDRSVRVRIH   1  NKRARLTIK----IGKSA----LVRNEYEYDLPM-------------------| 
mll4592_Mlo_13473857         2 GKEVERKFLVSS------TAWRGLVEAD---------IRILQFYLAT----   --APGRTVRIRIS   1  GASAELTLK----FGSGV----RERDEFEYPIPL-------------------| 
NMA2178_Nm_15795049          2 PIEIERRFLIGN------DNWRQYADEP---------LLLRQGYLSV----   --EKERTVRVRIA      GQRAWLTLK----GYISE----LSRSEFEYEIPL-------------------| 
SC8E7.23c_Scoe_21226075    159 LAEMVRRLLRWP------RGKRGLRSCP---------RVITDRYVN-----   ----GTRLRLRRA   1  FADGRCELK--LTQKVPV----LLSGAIQGLITN-------TYLS--------/ 
slr0698_Ssp_16331931         2 AIEIERKFLVKD------DRWRDLAQG----------YLYRQGYIAT----   --KDLTTVRVRTI      GNRAYLTIK----GKNTG----MARLEFEYEIPA-------------------\all4694_Ana like 
Mmc1_p_2134_Mcsp_23000473    2 SFEIERKFLLSH------DGWRGLATG----------TLYRQGFLST----   --DKERVVRVRIA      GDRGSLTIK----GLTRG----AKRREFEYEIPL-------------------| 
all4694_Ana_17232186         2 AQEIERKFLVNG------DDWRQLAEG----------SAYRQGYIPS----   ---QGATVRIRVV      GNQGYLTIK----GPTVN----FSRSEFEYLIPL-------------------| 
Pmit_p_1750_Pmar_23132446    2 GLEIERRFLVVG------EEWRALAGPA---------LPLRQGYLAG----   -SPQGFTVRMRIM   1  MEQAWLTLK----APAEG----IARHEFEYRIPL-------------------| 
ssl1045_Ssp_16331697         2 AIEIEHKFLVKD------DRWRSLVQG----------YLYRQGYIAT----   --PDLTTLRVRTI      GDRAYLTIK----GKNAS----IARLDLSMKFLQW------------------/ 
ygiF_Ec_15803596             2 AQEIELKFIVNHSAV--EALRDHLNTL---GGEHHDPVQLLNIYYETPDNW   LRGHDMGLRIRGE      NGRYEMTMKVAGRVTGGL----HQRPEYNVALSEPT-----LDLAQLPTEVWP\ygiF_Ec like 
ygiF_StLT2_16766502          2 AQEIELKFIVNHDAV--DALRNHLHTL---GGEHHAPSQLLNIYFETPDNW   LRRHDMGLRIRGE      NGRYEMTMKIAGRVTGGL----HQRPEYNVALSEPV-----LDLTQLPAEVWP| 
STY3381_Sen_16761976         2 AQEIELKFIVNHDAV--DALRNHLHTLG---GEHHAPSQLLNIYFETPDNW   LRRHDMGLRIRGE      NGRYEMTMKIAGRVTGGL----HQRPEYNVALSEPV-----LDLTQLPAEVWP| 
mll9114_Mlo_13488075        18 MQETELKLELSQSGA--GSLLRKNPFG-----SSPTILQQRSIYFDTPGWD   LSKRSLSLRIRQS      GNEKIQTLKAADGTAAGS----FTRQEWERPVAGD------TPIVDDPQI---| 
RSc2886_Rsol_17547605        2 AREIELKLAVPAGAH--DALAGWLDAH----AQPAGSVALANVYYDTPEQA   LARNRAALRVRRH      GNQWLQTLKTAGDGGQGGHAGLSARHEWEVPLDGDA-----LSVEAFAARDAA| 
CC3522_Ccr_16127752         20 DHEIELKFLIPPEAA--EAILDVLDGEG-------AVRQLDATYYDTADHA   LRRAGFGLRVRDG      EGGRKQTLKSAS--AGGV----FSRGEWEETIAGPT-----PDRDALART---| 
PA5209_Pae_15600402          2 QKETEIKLRVSRATL--EALQEHPLLKK-RNKSGWERRELYNQYYDTPGRE   LARAKVALRMRRD      GEQYIQTLKSRGQSVAGL----SERNEWDWYLEKNK-----LDLKKLDDKCWP| 
VC2440_Vch_15642436          2 ETEIELKFFVSPDFS--TILRAKISETK---VLQHSCRELGNTYFDTPDNW   LRQHDIGLRIRRF      DEVYVQTVKTAGRVVAGL----HQRPEFNAEHHSNE-----PDLSLHPADIWP| 
YPO0652_Ype_16120977         2 TVEIELKFIATPAAI--AALPEWIESQK---NQHFPPQTLANIYFDTADKR   LRQNDIGLRIRGY      DGRYEMTVKTGGKVVGGL----HQRPEYNVDIDSDQ-----LDLARFPQDIWP| 
PM0251_Pmu_15602116          2 GNEVELKLAVTPKFA--DLLHQELTNFR---ILAHNTIFLANTYYDTADRV   LAKHKMGLRVRQE      NQQYTLTLKTDGEVHGGL----HIRPEYNVTLPDAQ-----PNISLLVE-KYA| 
HI1598_Hi_16273488           6 LQEIELKLAISPQIG--IELPQYLAKFT---ILEHQNLFLGNTYYDYPDHF   LAKQKMGLRIRQE      DQELTLTLKTNGKVVSGL----HSRPEYNLPLIEKE-----TPTNAQLRGLY-/ 
Dch1_BPRB49_19421985         1 MKELELKYYAHSQIGVETICDLWVAMYDGYNLVDRANTLKHEFYYDTEDHA   LRRKGIYARLD--      VNRSLIMVK-IGDSESGL----FNREEITFSTMDD-------------FYHY- 
MA0084_Mac_20088983         18 NMEIESKFLVPEEID--FKALENLSKLASYTISEAQIQVIEDTFLDTKNKD   IMAAGYYLRVRKA   2  EKGKWVTIKSLGGFEGGT----HRREEYASFLPEG------LSVLECPSLRIR\MA2350_Mac like 
MM1377_Mma_21227479          1 -MEIESKFLVPEEKD--FKELENLSRLASYTISEVKAQLNEDSFLDTENKD   IMASGYYLRVRKS   2  EKGKWITIKSLGGFKAGT----HRREEYVSFLPEG------LSVLECPDLRIR| 
MA2350_Mac_20091185          1 -MEIESKFLVLDEAD--IQNLETLSQLGDYSLSEGTVQVIEDIFLDTTKMV   LMSEGYFLRLRKE   2  KKGQWLTIKSLGGFEAGV----HKREEYVSFLPEE------GSVLECPDIKIR/ 
Cgl2231_Cgl_21325002         8 HLEVETKFSVSESTQ--IPQLEAIAEVD--HIDRTEIHQLSAVYFDTVDLR   LTRAKITLRRRTG      GNDAGWHIK-FPGT--------IGRREVQAPLDGEG-----ATETLPPRELL-\SCF11.24_Scoe like 
Cgl2182_Cgl_19553432         4 HLEVETKFSVSESTQ--IPQLEAIAEVD--HIDRTEIHQLSAVYFDTVDLR   LTRAKITLRRRTG      GNDAGWHIK-FPGT--------IGRREVQAPLDGEG-----ATETLPPRELL-| 
Rv2226_Mtu_15609363         11 HLEVERKFDVIESTV--SPSFEGIAAVV--RVEQSPTQQLDAVYFDTPSHD   LARNQITLRRRTG      GADAGWHLK-LPAGP-------DKRTEMRAPLSASG-----DAV---PAELL-| 
SCF11.24_Scoe_21219079       5 KRETERKYEPPAGGLAGLPDLTGVGPVA--SVTAAGPEELDAVYHDTVDLR   LAGSSATLRRRTG      GPDAGWHLK-LPLTG-------DTREEVWAPLSDDV-----------PAALR-/ 
At2g11890_At_18397064        1 -MEVEVKLRLLT-----AAAHLRLTTLL--TPYHLKTLHQRNTFFDTPKND   LSLRRAVLRLRFL  11  PPRCIVSLKAKPTLANGI----SRVEEDEEEIEYWI----GKECVESPAKLSD 
ydgF_Lla_15672342            4 NLEIEYKSLLSL------AEYDQLKKL----FTHVTPVRQTNHYLDSKDFK   LRKKKLALRIRTF      DKSAEMTLK-VPQE--------VGNIEYNIDLSLEEAQQL-LGERNIVCGETD\yjbk_Bs like 
SP1096_Spn_15900964          3 HLEIELKTLLKK------DEYNRLKDQ----FTGVTPVLQTNYYIDTPDFE   LREKKVAMRIRTF      EDWAELTLK-VPQS--------VGNMEYNQKLQLKDAENY-LSKEELPQGLV-| 
SPy1124_Spy_15675104         3 NLEIEYKTLLTK------NEYNRLLSQ----MKHVTPVTQTNYYIDTKAFD   LKANKMSLRIRTF      VNSAELTLK-VPEK--------VGNREYNVPLFLEQAKDM-IKHGNLPESTA-| 
lin0964_Lin_16800033         4 ELEIEFRNLLTK------EEYDRLIEDF--RIKEDDFFEQTNFYLDTADFG   LKERNSALRIRKL      ETQYQLTLK-TPEA--------RGLMETTQILAADQATAI-TDGANIPVGPV-| 
lmo0965_Lmo_16803005         4 ELEIEFRNLLTK------EEYDTLIENF--RVKEDDFFEQTNYYLDTTNFG   LKERHSALRIRQL      ETQYQLTLK-TPEA--------RGLMETTQILGEDQASAI-ISGANIPVGPV-| 
BA1745_Ban_21399120          4 EIEIEFKNIVTE------EEFHALCKS----FSIEVFTKQVNHYFETPNFS   LKEAGSALRIRHK      GETYTLTLK-QPAE--------VGLLETHQVVTENEAKMM-METNVIISGAV-| 
BH2851_Bha_15615414          4 EIEIERKTLVSK------ETFKRLISQL--HIGEGDFKLQRNHYFETDDFQ   LKKQSSALRIREK      EAIFTFTLK-QPHP--------AGLLETNQTLSKQEAKLA-LESAHFPSGEV-| 
SAV1004_Sa_15923994          4 NHEIEFKQMITA------SIYNKLQEKY---FKDSVLFKQVNYYIDTPDFK   LKEHRSALRIRVK      DNQYEMTLK-TPAK--------VGLLEYNYIVDIKPEMNLIISNDNLPDDIR-| 
OB1219_Oih_23098674          4 EIEIEFKNLLSN------AEFLQLQKDL--PFSTSSI-EQTNYYFETKNFD   LKKHGSALRIRKK      QGKYSLTLK-QPHE--------QGLLETHDILTEQEFKQW-IQGEIIPKPHT-| 
yjbK_Bs_16078223             4 EIEIEFKNMLTK------QEFKNIASAL--QLTEKDFTDQKNHYFDTDSFA   LKQKHAALRIRRK      NGKYVLTLK-EPAD--------VGLLETHQQLSEVSD----LAGFSVPEGPV-/ 
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Predicted Sec. Str.       .........HHHHHHHHH.......HHHHHHHHHHHH..........EEEEEE..  ....    ....EEEEEEEE..........HHHHHHHHHHHHH..............HHHHHHHHHH      
MTH1629_Mta_15679624      -------PGTAAEILESLGFRM--VREVVKERRIYSV--G----EFTVSIDTVMG   --LG   ---TYLEIERDLPD--GSDY-AGALREIFELYRKL   GIEDGF----ERRSYLELLEL 174\ MJ0240 like 
MJ0240_Mjan_15668415      -------KEKMRQIFKKLGFKE--VPPIRKIREIYKK--E----DIEASIDDVEG   --LG   ---LFLELEKSISD--INEK-DKVLEEMMEILKAL   NISKDNI---IRKSYLELRGL 175| 
CAC0650_Cac_15893938      -------PSEGEEIFKALGLVK--KQSIKKYRESYKY--K----NSLIEIDINDK   -DFC   -PFPYIEIETAFEN--E----LEDIVKLLGYSMED   T---------SSKTIYEILNE 175| 
CyaB_Mka_20094307         -------FETTDAILRHLGFEPLEHAEVKKLRTVYTLEVN--GEKVVAALDEVEG   --LG   ---TFLELECKADD--ESEV-DEKEKLLVSILEEL   RVEGKR----VRHSYLEMLLD 178| 
ST0300_Sst_15920492       -------LDSMDLILQRLGFIK--VLKIEKIRKNYKI--N----NFTVSLDRVFD   --LG   ---DFVEIEGIDIT--DE----ELINFVNNFLKEY   NIEGEK----TLKSYLELLVD 174| 
cyaB_Sso_15897197         -------LNKTIELLRKIGFYP--VITIKKTRINYLD--K----SFIVSLDLVKD   --LG   ---QFIEIEAINEI--SD---QEIQNYTSNFIRKY   KIKGKL----TTKSYLELLID 173| 
APE1761_Ap_14601609       -------VEEARLLLARLGFEE--TLVVRKRRKYYRG--E----GVLVTLDNVES   --LG   ---CFVEVEAED---------PGGIEMLESLL---   KLEDRRV----DETYAEMALK 168| 
AF1988_Af_11499570        -------FEAAKQILEKLGFRA--VAEVKKLRRIYGL--C----EAIICLDDVEG   --LG   ---KFVEIEVEADN-------IDAKEKVFSIAEQL   GYSRNES---IRDSYLELILQ 167| 
PAB2098_Pab_14520591      -------TEKYFQLLQNLGFRE--VLRIVKTREKYYVD-K----GITITLDEVEG   --LG   ---KFIEIETLVKE--KEEI-PRTVEKLEGILRNL   GVERF-----ERKSYLELLLE 175| 
PH1819_Ph_14591570        -------VDKYFELLDRLGFKE--VLKVVKTREKYYVE-K----GVTITLDEVEG   --LG   ---KFIEIETLVKE--KDEI-PEAVEKLEKILREL   GVEKF-----ERRSYLELLLE 176| 
PF1859_Pfu_18978231       -------VDKYSQLLELLGFRE--ILTITKTREKYYVE-K----GVTITLDDVEG   --LG   ---KFVEIETLVKN--EEEI-PQAVEKLEAILREI   GVEQF-----ERRSYLELLVE 175| 
cyaB_Mac_20092837         --------ATTAKIFRALGFSE--AGAVRKKREIFRA--G----EVIVCLDAVEG   --LG   ---EFLEVELDVED--EKDL-ESSREKLFEFLSQF   GVDEKDS---IRTSYLEMVLG 173| 
MM0868_Mma_21226970       --------TATAKIFHSLGFLE--AGAVRKKRDIFRA--G----EIIVCLDAVEG   --LG   ---EFLEVELDVED--KKDL-ESSRAELFKFLSQF   GLSEKDS---IRTSYLEMVLE 173| 
PAE0832_Pyae_18312214     ---------EVVELLNRLGFKA--VAVIKKRREYYRN--G----DVLLSLDYVEG   --LG   ---EFVEIEKMVEE--ESQI-ASAIEEIRRLASTL   GLAEE-----VRETYLELYFN 170| 
VNG1296C_Hsp_15790339     -------DAQMAAIIEQLGFES--AAVVRKLRTKHHF--E----GFTVLLDAVED   --VG   ---EYVEIETTVEA--EHAV-SGAREDAYAVLRRL   GLDPTDQ---IRTSYLGLRTS 201/ 
cyaB_Aehy_3093292         --------DKAASMLRTLGYRQ--VLAISKRRSIYFV--G----PFHVTRDHLEG   --IG   ---DFAELAIMTDD--EALL-PDYRQQLQDLATRL   GLSSAQL---ETRSYRTLCEQ 180\CyaB 
cyaB_Ype_16121473         --------SKVQSMLATLGYHP--AFTIEKQRSIYFV--G----KFHITVDHLTG   --LG   ---DFAEIAIMTDD--ATEL-DKLKAECRDFANTF   GLQVDQQ---EPRSYRQLLGF 179/ 
F35D11.4_Ce_17533725      --------ALKLSLQSSMGVK----GEVKKTRTLVLH--G----QTRIHIDRVDG   --LG   ---DFMELEVCLSP--EETP-EHGEKIAHEIRELL   AVPETDL---LTGAYMDMLKA 197\THTP-like 
CG14434_Dm_7290769        ---------LEKILSQSNGVL----GVLAKRRHLFLC--G----QTRIHLDEVKD   --LG   ---YFMELEVCLTE--DQTL-EEGQAIAEKLSREL   GIQEADL---MIGSYFDALRK 184| 
RSc1389_Rsol_17546108     --------ALRETLTAALGAT----GRVIKTRRLYIA--G----QTRIHVDAVQG   --LG   ---DFVELEVMLRD--DQSE-ADGTRIAHAWMTSL   GIAEADL---LDVAYIDLLAA 169| 
BAB21921_Mfas_12698188    -------AGDVAAVLDPLGLQEVASFVTKRSAWKLVLL-GTDEEEPQLKVDLGTA   -DFG   --YAVGEVEALVHE--EAEV-PAALEKIHRLSSML   GVPAQETA--PAKLIVYLQRF 201| 
THTP_Hs_13236577          -------AGDVAAVLGPLGLQEVASFVTKRSAWKLVLL-GADEEEPQLRVDLDTA   -DFG   --YAVGEVEALVHE--EAEV-PTALEKIHRLSSML   GVPAQETA--PAKLIVYLQRF 201/ 
At1g26190_At_15222660     --------VRLLGGLMALGYTI--ATILKRNSHVFAT-DK-----VFVKIDWLEQ   --LN  ---RHYMQVQGKDRQ-----------LVQSTAEQL----GLEGSF----IPRTYIEQIQL 410\At1g26190-like 
At1g73980_At_15221102     --------VRLLGGLMALGYTI--ATILKRKSHIFDD-DK-----VIVKTDWLEQ   --LN  ---RTYVQVQGKDRT-----------FVKNVADQL----GLEGSY----VPHTYIEQIQL 410| 
49D11.13_Osa_19387247     --------VRLLGGLMALGYTI--AAILKRKSRVFSD-GK-----ATVKIDWLEQ   --LN  ---RNYIQVQGRDRN-----------HVKFVAEKL----GLDGSY----IPRTYIEQIQL 404| 
AAG32531_Ddi_11245938     --------VKTLGGLLSLGYQI--GAILNRTVEVWYDKNG-----VVITKEYIKE   --LE  ---KHFIQIKGHSRR-----------EVLDSAEKL----KITGNH----VPQTFLYLYFK 460/ 
CPE1352_Cpe_18310334      -------GAMGKNIFKSLGLEL--FETIKKYRESYKY--K----DSLIEIDINDP   -SFC   ---PFPYIEIET----------SSEEKLNEILIDL   GYSMEDT---TSKTIYEILKD 175 
PF0863_Pfu_18977235       -------FEKAVEVFKRLGFKI--QATIKKKRWVYKL-NG-----VTLEVNRVEG   --IG   ---DFVDIEVISDS---PE---EAKEKIWEVAKML   GLKEEDV---EPRLYLELINE 165\archaeal cyaB like 
PH1012_Ph_14590852        -------PEGAIELFKRLGFKV--QGVVKKRRWIYKL-NN-----VTFELNRVEK   --AG   ---DFLDIEVITSN---PE---EGKKIIWDVARRL   GLKEEDV---EPKLYIELING 165| 
cyaB_Pab_14521172         -------FNLAIEVFKRLGFDV--KASIKKERLIYKL-GD-----VTFELNKIPG   --LG   ---NFLDIEVISDD---PE---EAKRKIWEVAEKL   GLKKKDV---EPRLYIELVNE 164| 
BB0723_Bb_15595068        -------INNFLTLIKELKFKK--LYKKIKKSLIYQT-NN-----LNVEINEIKN   --LG   ---FFLEIEKIINN--QNDI-DLAKKEIDNIINQF   GLKENI----ETRPYSELLSL 171/ 

XF2357_Xfa_15838948       ---------SDARDLLTLCV----GGLIDKRRHLVRY-AG-----HLWEVDEFLG   DNAG   --LVVAEIELDSAH------------EGFVWPDWL   GVEVTD----DARYYSLALAS 155\XF2357_Xfa 
XAC1330_Xaxo_21242083     ---------ADARALLALCV----GGLIDKRRHLVAY-QG-----HVWEVDEFLG   DNAG   --LIVAEIELERPD------------EAFATPEWL   GTEVTD----DVRYYNLALAS 155| 
XCC1279_Xca_21230736      ---------DDARALLALCV----GGLIDKRRHLVEY-AG-----HVWEVDEFLG   DNAG   --LVVAEVELEHAD------------EALQLPDWI   GAEVTD----DARYYNLALAS 155/ 
AGRL752_Atu_15890492      ---------KDAEELMASAP----GVVIEKTRHTVDH-GG-----FTWEVDVFEG   QYRG   --LVVAEVEMNDEN------------ANPDLPSWL   GREVTG----DKRFSNQSLAM 149\mll4592_Mlo like 
SMc03154_Sme_15966638     ---------NDARELLTQAI----GIVIEKRRFRIPH-KG-----FTWEVDVYEG   ALEG   --LTVAEVEMKRET------------DLPNLPAWL   GREITG----DRRYSNQALAT 149| 
mll4592_Mlo_13473857      ---------ADALEMLDFAI----GRVIEKTRHHVRH-RG-----YLYEVDVFGG   ALAG   --LVVAELETPEDV------------PDEMLPDWL   GREVTG----EQKFYNASLAL 149| 
NMA2178_Nm_15795049       ---------ADAEKMMETMC----PFKMEKWRYPVRW-GG-----SLFEIDVFLG   DNAP   --LVVAEIELPDEN------------ADFDRPDWL   GREITA----DGMFTNAYLSR 148| 
SC8E7.23c_Scoe_21226075   ---------PAEYDVLASLP----ATMLSKTRFSVP----------PLGVDVFDG   RLQG   --LVLGEAEFTTDE---EV-------QAFVPPAEC   VAEVTD----DARFAGGCLVQ 307/ 
slr0698_Ssp_16331931      ---------VDANQILTELCS---PPLIEKYRYCLDY-QG-----KTWEVDEFLG   DNQG   --LILAEVELSQAD------------EKISLPPWI   GKEVTD----DARYYNVNLTQ 148\all4694_Ana like 
Mmc1_p_2134_Mcsp_23000473 ---------DEAALLLDELCH---QPLIEKHRYCIPH-GQ-----HMWEVDEFIG   ENAG   --LLIAEVELSAED------------ESVELPDWV   GQEVTE----DHRYANASLVS 148| 
all4694_Ana_17232186      ---------ADAQEMLDTLCD---RPFIEKIRYKIEV-AG-----LVWEIDEFAG   VNQG   --LILAEVELTDEA------------QQIEIPHWI   GTEVTG----DNRYFNSYLVK 147| 
Pmit_p_1750_Pmar_23132446 ---------IDAEALWGLAP----DRLI-KTRYELSL-KG-----GDWVVDCFEG   ANAP   --LVLAEVELVSAE------------ELLEIPAWC   WQEVTG----ASEWNNAALAR 149| 
ssl1045_Ssp_16331697      ---------KPIKFILTELCS---PPLIEKYRYCLDY-HG-----KTWEVDEFLG   DNQG   --LILAEVELTYTG------------EKISLLPWI   GEEVTD----DARYYNVNLAQ 148/ 
ygiF_Ec_15803596          -------NGELPADLASRVQPLF-STDFYREKWLVAV-DG---SRIEIALDQGEV   KAGE   FAEPICELELELLS--GDTRA--VLKLANQLVSQT   GLRQGSL-SKAARGYHLAQGN 202\ygiF_Ec like 
ygiF_StLT2_16766502       -------DGNLPAGLASSVQPLF-STDFYREKWCLDV-DG---SRIEIALDLGDV   KAGE   FAEPICELELELLR--GDTRA--VLKLAKQLLSQT   GLRQGSL-SKAARGYHLAQGN 202| 
STY3381_Sen_16761976      -------DGNLPDGLASSVQPLF-STDFYREKWCLDV-DG---SRIEIALDLGDV   KAGE   FAEPICELELELLR--GDTRA--VLKLAKQLLSQT   GLRQGSL-SKAARGYHLAQGN 202| 
mll9114_Mlo_13488075      --------RDLRAGAGPELAPLF-EVHVKRHRWNVVD-GD---ATLEVTLDLGKV   VAAD   REAPLCEIELEKKA--GSPTA--LFALARKVDLIT   PAHLGVL-SKAERGYRLLGSA 211| 
RSc2886_Rsol_17547605     ------EAADFVRPHADRLVPLF-RTDFTRRLWHTAA-DG---GEIEIALDAGAI 2 PGTD   AHEAIDELEVEWKPAAGNTLD--ESAIAERLHAWT 8 GLAPLDA-SKALRGYRLHATA 218| 
CC3522_Ccr_16127752       --------PVGEMLAEAALAPVF-TARVERTIRMVAA-GE---TLIEVALDRGEL   SAGE   RQATVCELELELKT--GEPQA--LFDLARTLARHA   PLRLSLI-SKAERGYGLAAGD 210| 
PA5209_Pae_15600402       --------AALKDLDKKQLKPIF-STDFVRQRAEIAWGRGKARVVVEAALDLGKV   VAGD   NQEEICELELELRQ--GDAAA--LLELAAELAADL   PLMPCDI-SKAERGYRLFDPN 207| 
VC2440_Vch_15642436       -------QGKELTQLQAELMPLF-STNFTREQWLISMADG---SQVEVAFDQGLV   VAGD   RQEPICEVELELKS--GQTDA--LFTLARQLCEHG   GMRLGNL-SKAARGYRLAANY 203| 
YPO0652_Ype_16120977      -------EGWAVDLLQAELQPLF-RTDFTREKWVITY-GE---SEIELALDQGSI   SADT   LSEPLSEIELELKQ--GTQGD--LLALAAELAKMG   GLRQSNL-SKAARGYHLAQGN 202| 
PM0251_Pmu_15602116       --------LTLPNYAQWELKPVF-STDFERESWLIECGNG---THIEVAFDQGKI   VAGE   KQTPICEVEFELKS--GLPID--LLRFVQTLTLEN   EIRLSSA-SKAKRGYLLANPT 201| 
HI1598_Hi_16273488        ---------PFEQLPSSTLQPIF-STDFNRTFWLVEF-QQ---SKIEVAFDQGKI   IAGE   YEQPISEIEFELKS--GNVQD--LFDFVETLPFER   DIYFSSA-SKAKRGYLLGSKQ 203/ 
Dch1_BPRB49_19421985      --------VDSLGVNSDLIVPLL-QVMTYRKSLTIDL-EG---AIVEMCKDTFYY 3 --GE 1 MGDAHYELEFELKS--GDEKA--L-DIIREMMLEY 3 DLSPSEI-SKAERGFQLMTKE 197 
MA0084_Mac_20088983       --------MIFDFTSGLDLTPLI-TLKQKRIIRQLNL-EKK--LVAEIYLDRVNL   KSES   RKKFYNEFEVELKS-EGTVKD--LEAVRDFLLDNY   NLEESRF-SKFERAYLFRENL 224\MA2350_Mac like 
MM1377_Mma_21227479       --------MIFEFTSGLDLFPLI-TLKQKRMIRQLKL-EEK--PIADLYLDKVNL   KSES   RKKIYSEFEVELKS-GGTAED--LETIRDFLLSHY   NLVENPF-SKFERAYMFRENL 206| 
MA2350_Mac_20091185       --------RIFELSSGFDLIPVM-KLKQKRLVRQVKL-GET--QVAELSLDRVSL   KSET   KEKLYSELEIELKA-EGTLQD--LQAITEYLLENY   NLGENPF-SKFERAIFFKNNF 206/ 
Cgl2231_Cgl_21325002      --------HIRALIQGRELTPIA-QVDNERHMSYLADEDGA--VIAEFCDDHVST 3 LPGG   VRKQWREWEFELAD--GTLAEEAISVLLQSAQSVL   TAAGAFV-SNSPSKLVSALDE 210\SCF11.24_Scoe like 
Cgl2182_Cgl_19553432      --------HIRALIQGRELTPIA-QVDNERHMSYLADEDGA--VIAEFCDDHVST 3 LPGG   VRKQWREWEFELAD--GTLAEEAISVLLQSAQSVL   TAAGAFV-SNSPSKLVSALDE 206| 
Rv2226_Mtu_15609363       --------VVLAIVRDQPVQPVA-RISTHRESQILYGAGGD--ALAEFCNDDVTA 7 AAGA 5 AEQQWREWELELVTTDGTA----DTKLLDRLANRL   LDAGAAP-AGHGSKLARVLGA 218| 
SCF11.24_Scoe_21219079    --------LVLSRTRGAPLRPVV-RIRSTRAVRRLHDAEGG--VLAELSLDEVRA 3 AAGG   GRGEWGELEVELAE--GV-----HAGLLDAVEKKL 4 IVRSDSP-SKLARALRDTGVG 203/ 
At2g11890_At_18397064     IGSRVKRVKEEYGFNDFLGFVCLGGFENVRNVYEWR--------GVKLEVDETKY   -DFG   ---NCYEIECETEE--PER----VKTMIEEFLTEE   KIEFSN--SDMTKFAVFRSGK 206 
ydgF_Lla_15672342         LSE---CELLTARDINLEEITLIGSLTTIRYEQHLP--------IGLAALDKNDY   -LGH   ---TDYELELEVDD--SKQ----GKKDFFDFLDKN   RVEYRFSKSKVVRFLDCLRHL 195\yjbk_Bs like 
SP1096_Spn_15900964       ------LDELAKHGIQSKNWQVLGCLTTLRYEMKTA--------IGLMALDQSRY   -FDI   ---TDYELELEVEN--HEQ----GKQDFRQFLEKN   QISYQKAPSKLVRFVKSMKNS 189| 
SPy1124_Spy_15675104      ------LDIIISKGIKPSALVTFGNLTTVRRETVIP--------IGKLALDYNLY   -ANT   ---KDYELELEVSD--ALQ----GKIDFDSFLSEY   HITFKYAKSKVARCINTLKKF 189| 
lin0964_Lin_16800033      ------RDTLKEIGINHEDLQVFGSLKTIRAEKDYK--------KGLLVFDKNFY   -GSI   ---SDFDLEYEVSD--YDK----GKEIFDKLLKEY   QITNHPAENKVARFYNHVYKN 192| 
lmo0965_Lmo_16803005      ------RDTLKELGINHEDLQVFGSLKTIRAEKDYK--------KGLLVFDKNFY   -GSI   ---SDFDLEYEVSD--YDK----GKEVFDKLLKEY   QITNQPAENKVARFYHHVYEN 192| 
BA1745_Ban_21399120       ------MNQLCKLQIPVSALTYMGSLTTERAETLFE--------GGTLVFDHSFY   -YNH   ---DDYEIEFEVQD--EET----GKAAFIHLLKQH   NIPIRHTNNKVKRFFLAKQNK 190| 
BH2851_Bha_15615414       ------MDALRDLSIPISQLKHIGTLSTSRAEISYE--------QGILCLDHSSY   -LGI   ---EDYEIEFEGTS--EEH----ATVTFQEILKTF   SISQVPTENKIQRFFSKKEKN 192| 
SAV1004_Sa_15923994       ------QIIVEQFGVKDTTLSILGALTTYRQETKYK--------GDLLVLDKSEY   -FDT   ---ADYELEFEVKD--YNQ----GLQKFQSLLNEL   NLEHHQPLNKVQRFFKKKETL 192| 
OB1219_Oih_23098674       ------SKQLSEMNISPAELKYVGYLTTNRMEIEFN--------GTQLVLDYSNY   -LGT   ---EDFELELEAST--KEH----GKKIFYELLNKY   NIPIRQTPSKIERFFQQAQRS 191| 
yjbK_Bs_16078223          ------KDQLHKLQIDTDAIQYFGSLATNRAEKETE--------KGLIVLDHSRY   -LNK   ---EDYEIEFEAAD--WHE----GRQAFEKLLQQF   SIPQRETKNKILRFYEEKRKS 189/ 
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Predicted Sec. Str.            HHHHHHHHHHHHHHHHHHHHHH----------HHHHHHHHHHHHHHHHHHHHH------------HHHHHHHHH------HHHHHHHHH-HHHHH----------HHHHHHHHHHHHHHHHHHHHHHH--HHHHHHHHHHHHHH 
MM1377_Mma_21227479           EDPMAFVAHRIFAYQFSQMLAHEKGTRKGEDIEDLHDMRVAVRRMRAAAIVFDEYIESEKVEPHIKGLKRTLGTLGGVRDLDVFREKAED-YLKTLPPG---REHDLDPLFLILSEEREKAREEMLDYLDSEKYSRFKKDFSEFL 
MM1377_Mma_21227479       541 EDPMAFVAHRIFAYQFSQMLAHEKGTRKGEDIEDLHDMRVAVRRMRAAAIVFDEYIESEKVEPHIKGLKRTLGTLGGVRDLDVFREKAED-YLKTLPPG---REHDLDPLFLILSEEREKAREEMLDYLDSEKYSRFKKDFSEFL 
MA0084_Mac_20088983       571 EDSMAFVAHRIFAYQFSQMLAHEKGTRKGEDIEELHDMRVAVRRTRAAATVFNKYLESEKLEPHLKGLKRTLGALGGVRDLDVFREKAET-YLETLPTG---HEHDLDLLFVTLTEEREKARENMLEYLDSEKYSRIKKDFSEFL 
MA2350_Mac_20091185       537 ENSMAMVAQKVFSQQFARMLAHEKGTRKGEDIEELHDMRVSIRRMRAAAKVFEAYLDSKKLGPHLKGLKSTLGALGDVRDLDVFREKAEG-YLKKLPPE---KEHDLDPLFAVLAEEREKSRKNMLIYLESEKYSSFKKEFSEDL 
Gmet0782_Gme_23053876      20 ETPLWVAAPALLAARTDDFFGRWRRALKTLDSEDIHDLRVSSRRLREGCVLFSP-LYPDGLARVIRRVRKVTRLLGPLRNADEAVFFFRE-LSVALPEP---CRESLGVLMGRQEALRNVEHRRLAKGLESLGAGKTNSAFVRAM 
all0567_Ana_17228063        9 VKTLGNYAYEAIQKHFKKTLKWEKAVKKDEDPEALHQMRVGMRRLRTAISRFDIALNLSKPA-SDKNIGKIARKLGNLRDLDVLKQTLETLYQPHLPEK---EQKTLQKAFDALTKQRVSVLDKTQETLKDESYKSLKHSLEEWL 
slr1444_Ssp_16330148        4 THSFGDRAVFAFGKHTGKIFKYAPRVLKDQDPEDLHQLRVGVRRLRTAVIGFMPAVQLPQGI-TERKIGKIGQQLGVQRDNDVLQEILLHKYLPHLPTS---EQGCLEKVLKRLQKERKQAFKATYKLLTHDKFTQFKQSWEIWL 
CT0884_Chte_21673712      218 HASIHENVRRLLQFTTSIMEANEEGIRKDIDSEFLHDFRVAIRRSRSILRLLNGVFDPEKTAWMLAGLRELGKRTNDLRDSDVYLLRREE-YTSLLPPS---LRPALDPFFSDLEADKRLHHRQFCRYLTGREYSGFMTSLKEFI 
SCF11.24_Scoe_21219079    216 AGSSGSYVLSYLREQVGVLVGLDPAVR-RELPDAVHRMRVTCRRLRSCLRSYRSVLDRRVTDPVAAELRWLAGELGAARDQEVLRERIGA-ALDGLPDELV-LGPVAARLRVWDVSRDEDVRSRTRMALGSPRHLRLLDALDELV 
Rv2226_Mtu_15609363       228 PQPPADPVHRAVSEQVEQLLLWDRAVR-ADAYDAVHQMRVTTRKIRSLLTDSQESFGLKESAWVIDELRELADVLGVARDAEVLGDRYQR-ELDALAPELV-RGRVRERLVDGARRRYQTGLRRSLIALRSQRYFRLLDALDALV 
Cgl2231_Cgl_21325002      226 KNDPARGVLAAIAANASKIAEYDPRVR-ADEYDSVHQMRVATRELRSHLQTFEGILGGEDYLNLEKELKVLANILGRARDAEVVEERLSN-LINTEVGDSI-EEETKKELLEDLGAEYRREHERVVRALDNDRYTDLLQALENLL 
Cgl2182_Cgl_19553432      222 KNDPARGVLAAIAANASKIAEYDPRVR-ADEYDSVHQMRVATRELRSHLQTFEGILGGEDYLNLEKELKVLANILGRARDAEVVEERLSN-LINTEVGDSI-EEETKKELLEDLGAEYRREHERVVRALDNDRYTDLLQALENLL 
PA2872_Pae_15598068         2 TGFIDELLAEVIGQQVALMSAVARLEA-RTDGEALHDLRIALRRLRSLLRPIRGVPGVEEL---EHAAAEVGRLSGPIRDLEVLLPALAA-----------------EGLRDALAVRRPVLESGYVAVLASQPLHRLQLCLDVWP 
mll4591_Mlo_13473856        8 RLPLTDEVRRILAEEIGKALQHLDAAR-SRPEQGLHKCRKRLKSARALLRLVHSGDETFCTT-ENQCYRNVAALLAGPREATALIETVDR--LAAAFPKES-ADGGLDAVRDRLVARQHDLHEG--AGLEAAIGAATAACADGMK 
SMc03155_Sme_15966639       8 KRPFTEDFRAVGGEQIERAIAMLEVQP-EGVHEAIHDARKGFKRLRSLYRLVAADAPLFQRQ-ENARFRAMARSLSTFRDAAALVENAGY--LRRHAASEE-QQLALDKICSILASRRDRIAED--EGDLDRKIEETIVNCRKAH 
Atu4492_Atu_17938181        8 KKPFGDEIRRAGLELIDDAVTILRDQP-SGSHEAVHDARKRFKRLRALYRLIRKVAPDFARE-ENTRFRDIARSLAFARDATALVETAEY--LEAFAASDT-QGEALRSVTVMLRERRDDALDH--EAGLDEAIAAAIAGCEKGR 
RSc3043_Rsol_17547762       9 ILPVFAGIVLEHVNVLREMLTKLAAPA--PTDEDLHQFRVSLRRLRSAWVTFAPVLPDVFMEVWKPRLRDLATSTGPVREWDVLLLDWLPAARAALDPADMRALNWLDKTAARARAARRRAWKVLHAELVSPGMASMLDALKDAS 
DR2614_Dr_15807595          7 KGKTGTDQRASLGAQLSGLWPALVQ----GDPKAVHEARKLTRKVGAELSVTGA--PKKVR----RAWRDLRRAVAPLRDHDVAGEHLAA------------ALEEQGRSPHEIADFRRDWQRRRAELLAGVQWPEQPPLPERPD 
SSO1190_Sso_15898044        1 --MTISQVKDYLNLQLKKAIQING-----IGVEEIHDMRVAVRKYFDVLYAIHPVYENVEC---LFLAKEAIKRLGKVRDMDICEIA--------------------NGERTKLAIRALKDVRE------------LQVCFVNDK 
CC3522_Ccr_16127752       225 EASVEAALQAIGQAGLAHLCAALEALRERPAPDSVHQARVAARRLRAMLKIFKPLSRDAAALALDAELDWLAGELDAARDLDVFVGEVWE--------GSAATFEGREAFERGLKAARATAYLRMEAALESPRARDVLLEAAAWL 
mll9114_Mlo_13488075      225 EMSAATAFVRIATACLRQFRLNEMVLSWSRDAEALHQARVSLRRLRSLCSICKSLFDDSRFDHMREELTWLASEFGDARNIDVMIDRASS-----------------EALSSRLQDAREDAYAAVEASLSSARARALMIDAAEWI 
VC2440_Vch_15642436       219 NDTAESCFIRALEHALAHWHYHEQIYTERENVAALHEIRHAVSYLRQLLSVYGGIIPRRASAILRQELKWLEQELQWLKEFEYLESLQED---KGYALRKLDARKFLVTALKTLQESLPQ-REDTLRLLSSARYTGLLLDLSRWV 
YPO0652_Ype_16120977      218 KSTVEQGMAGGLESILEHWQYHEELWL-RGEPAAKTMIIDALAMVRQSLAIFGGLVPRKASTELRALLIALEPQLEPKSVD-------------------------AALLCYSVDY------------------LKCKLALTSWL 
STY3381_Sen_16761976      218 KATVEQGLEASLDLALSQWQYHEELWL-RGDESAKEHVLDAMGLVRHALMLFGGIVPRKASAHLRDLLTQAEATMTSAVS--------------------------AVTAVYSTQT------------------AMAKLALTEWL 
ygiF_StLT2_16766502       218 KATVEQGLEASLDLALSQWQYHEELWL-RGDKSAKEHVLDAMGLVRHALMLFGGIVPRKASAHLRDLLTQAEATMTSAVS--------------------------AVTAVYSTQT------------------AMAKLALTEWL 
ygiF_Ec_16130950          218 KADVEQGLEAALELALAQWQYHEELWV-RGNDAAKEQVLAAISLVRHTLMLFGGIVPRKASTHLRDLLTQCEATIASAVS--------------------------AVTAVYSTET------------------AMAKLALTEWL 
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Predicted Sec. Str.           ------------HHHH-HHHHHHHHHHHHHH----HHHHHHHHHHHHHHHHHHHHHHHHHHHHH---HHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHH--------HHHHHHHHHHHHHHHH---HHHHHHHHH 
MM1377_Mma_21227479           DFPESWVL 13 VKDVLPSILYARLANISAY  9 SVERLHRLRIAAKGLRYTLEFFENVLGKE   VESLIKDFKALQDHLGDFHDAAVAAEMLGTYIKTGAWK 19 IEAYLAYREAELLTLLDTFPESWEKVRT 844 
MA0084_Mac_20088983           EFPETWAF 13 VKDVLPSILYARLADISAY  9 SVERLHRLRIAAKGLRYTLEFFESVLGKE   VGSLIKDFKVLQDHLGDLHDAVVATDMLGFYLKTGTWN 19 EAYLAYRE-EELLTLLNTFPDAWEKVRA 873 
MA2350_Mac_20091185           ADYEFWAL 13 IRDVLPSILYARFADISAY  9 YVERLHRLRIAAKGLRYTLEFFGEVLGKE   VEPMIEEFKALQNHLGDLHDAVLAIDLLDNYLQTGEWG 19 VEAYRVYREEELQTLLDTFPEAWAKVQS 840 
Gmet0782_Gme_23053876         ARPAVFPQ 18 LDGSLADLLPLVPSARDEE    AAAAQHALRIAVKHYRYRVEILSFLMAAE 1 YGDIHATIKAYQDCLGTMHDLDVFVDMVRHGGLPPEVE  7 AERRGKSFARFGELLGGHPFELIGEEVR 307 
all0567_Ana_17228063          EKPSYQPL  4 IKQVLPDLLLPEVSSFLLH 31 KGETIHSLRKQAKRLRYQMELFTELYGDS   YAAYITKVKSIQDILGNIQDSVVMGEWLVDVFKSDIHN  5 ANLLAENRYQWWQQWQPLQEQYLKAENR 311 
slr1444_Ssp_16330148          EHPHFTSL  4 IADVLPDLLLPQLSQFFLH 36 EESILHDLRKEAKRTRYQMELFSDYFGEE   YQQLLAQVKMTQEILGNLQDSFVLRAMVEQYLDVDLKQ    ---LCPQWSAIFHGDRLGYWDQWQPLQS 303 
CT0884_Chte_21673712          AEGELPDP 17 IRKALKKVLVHGRRTGSET    SDAELHELRIDCKKLRYLLEFFASLFPPK 1 TAQVLRQMKTLQDNLGTFVDLTVQMEFLQSRLETIPAD  9 IGGLLTTLYRKREKVREHFHEIFSGFDS 507 
SCF11.24_Scoe_21219079        RHPPLRSG  9 ARAVLKEYARLAGRMDLAL  7 RETELHEARKAAKRLRYAAEVARPALGKP   VARLGKQAKAVQQLLGEHQDAVVAQDTLRRLAVAAHGA  6 WGVLHGRERAGAEARQRELPGLWRAASD 501 
Rv2226_Mtu_15609363           SERAHATS  8 IDAAYRRVRKAAKAAKTAG  7 RDEALHLIRKRAKRLRYTAAATGAD----   --NVSQEAKVIQTLLGDHQDSVVSREHLIQQAIAANTA  6 YGLLYQQEADLAERCREQLEAALRKLDK 506 
Cgl2231_Cgl_21325002          VDPPLITE 86 LDKAHVKLVKLEKKARSQW  9 REENFHNLRKAAKKLRYSAEAVGKATTVE   TKKLYKACSGLQSVLGDYQDAITSRNELLRRAQVARRQ  6 YGILYQHEQTLSREYLTGYSDAFKSVEK 590 
Cgl2182_Cgl_19553432          VDPPLITE 86 LDKAHVKLVKLEKKARSQW  9 REENFHNLRKAAKKLRYSAEAVGKATTVE   TKKLYKACSGLQSVLGDYQDAITSRNELLRRAQVARRQ  6 YGILYQHEQTLSREYLTGYSDAFKSVEK 586 
PA2872_Pae_15598068           ALLRTAQ-    -RHAVLDGLHGRVRKRLRR 12 TYEHWHPLRLRIKRVRYGLEAYPHDCSIP   -GSLLAPLKAAQSALGDWHDLEQWLLRCQREPDLAPVR  1 ---VWTARFELARERAGRALSTLQQALA 254 
mll4591_Mlo_13473856          RIESLALP 10 AEGARVTLRRARKALDKAG  3 AADDFHDLRKAAKTHGMHLSLLGRLWPTP   IKARRKAVDELGERLGELHDLFVMRALLEADDETLGPC  6 GKLLKRSEKSLRKSCLAEAAELFGDSPK 286 
SMc03155_Sme_15966639         AALAHVSF 10 LAKGWRQTLRRAARARAAC  4 DTTLFHDLRKGAQDYRMQLSLLREAWPSA   MRAKRTEASELVDVLGHLNDIAALMSLVDERPDLAGNS  4 LSNVAARQDELRREALKRADAVFLDRPR 285 
Atu4492_Atu_17938181          ERLEDLSL 10 VRTGWAKQRVKARKALSCC  4 DVEHFHELRKAGQTYWMHLGLMRRLWPSA   MRAKRADTKRLVDILGHEHDLSVLTAVADREPDRFGNG  6 LAAIIERQQALRAEGLVLADEVFSESAR 287 
RSc3043_Rsol_17547762         APFMDEAP  9    ARARALRKRVLKQGRR  4 SAAQLHRARIAAKQWRYLYESFYPALGAR 1 SRRRCKHLRALQEALGEIHDADASLARLAEASITELPA  1 IAVIFHSRASVARARAVKQLRWVRAHAA 285 
DR2614_Dr_15807595            K-------    FKRRARRTLAHEAQDLLDD  8 SPETWHEWRKALKHYRYTLELVDKS----   ----PDVLLNTLDALGRMQDAEVVRGLLTENQLLPDQR  1 --ALLARELEARRTSQEQVRTLWPDLKK 243 
SSO1190_Sso_15898044          IYGVRLTI  8           HQIQ-----    DITDFHELRKNIRVTRNLVEALGY-----   ---DNTEIKALAKKMGDIRDEILKMRCRGLTPPDI---    -NIIQYKEEAKRVILKIIASQEEFHHFK 206 
CC3522_Ccr_16127752           EAGAWTSD 20       RLRRRMKKGAKHF  3 DAHARHRLRLKGKTLRYAAEDLAPLFPNH 3 AERFLAAAKAVQDTLGVLNDRAIRRDLVNSCVHGDATL  5 EALLPCDGDKLLRAARGALDDLLDAKSF 508 
mll9114_Mlo_13488075          SIRSWRAD  8 HSSRGFASGVFDKLWKKVA  9 DDETRHEVRIVAKKLRYAAEFFQPLYKSK 5 HRRFIRAMEDLQDNLGRLNDLATAPGMLAALELSDMAG  1 KDLFSAEDKSKLLEDAAEAHDALVNTRR 497 
VC2440_Vch_15642436           LTRGWQPF    ------LDDKAREKMAQPL  1 AFSVKQLDRTWAELMEAFPPGKTLTVQEY 2 QQYRLMRNLYTGVSFASLYDAENRQAFRMPWADLLHGI    DDLLRLKPLERLVDLLQGEEQDQLKRWL 478 
YPO0652_Ype_16120977          ITAGWRPF    ------MDAKAQAKFDGSF  1 RFCDIMLSRSAADLKEAFGHNLDDDGYL  1 QLPRLNRQLIAFQLLSGFYPQSEWHPYIDAWFGLQQAI    MARQGHWRDTARKEALSQAAFWLNGAVR 435 
STY3381_Sen_16761976          VTKAWQPF    ------LDAKAQAKMADSF  1 RFADIHLSRHAAELKKVFGQPLGDKYR   1 QLPRLTRDIDSVLLLAGYYDAMVAQAWLENWQGLRHAI    ITGQRIEIEHFRNEAINQQPFWLHSGKR 433 
ygiF_StLT2_16766502           VTKAWQPF    ------LDAKAQAKMADSF  1 RFADIHLSRHAAELKKVFGQPLGDKYR   1 QLPRLTRDIDSVLLLAGYYDAMVAQAWLENWQGLRHAI    ITGQRIEIEHFRNEAINQQPFWLHSGKR 433 
ygiF_Ec_16130950              VSKAWQPF    ------LDAKAQGKISDSF  1 RFADIHLSRHAAELKSVFCQPLGDRYR   1 QLPRLTRDIDSILLLAGYYDPVVAQAWLENWQGLHHAI    ATGQRIEIEHFRNEANNQEPFWLHSGKR 433 
consensus/90%                 .......................................bH..R..hc..bh....h........................Lu.b.D.......h.................b........................ 
 
 


