
PhCAC16.5      1 ----------------------------------------------------------------------------------------------------
Aacys-prot     1 -MGNGRITVLLLSVVLLSVAPSGSCSAGEWPSSGQGPEDVGAGGVEGGQELFERWMEKHRKVYAHPGEKARRYANFLSNLAFVRKRNAEGRRAPSSGQGV
McTHIOLPROT    1 --MATSNSMITILIFLTYVSYSISTKTLPSEFSILEGQENDILSSAKVSDLFGKWKELHGKTYQHEEEENLRLENFKKSVKFVMEKNSERKS--ELDHTV
GhCYSPROT      1 ---MGFQRNILGFLFLILASLTSLSSSLPSEYSIVEHEIDAFLSEERVLEIFQQWKEKHRKVYRHAEEAEKRFENFKGNLKYILERNAKRKAN-KWEHHV
DcCYSPROT      1 -----MKMILSLLSLSLLAAAVTAADMSIITYDQTHAVG---STDDVIMAAYESWLVKHGKSYNALGEKEQRFQIFKDNFLYIDEQNAAKDR----SFKL
ZmCYSPROT      1 MAASTTAAAAASLLLLLLVSLAAAADMSIVSYGE--------RSDEEARRMYAEWMAAHGRTYNAVGEEERRYQVFRDNLRYIDAHNAAADAG-VHSFRL
ZoCYSPROT      1 MASFVAVVLLFLLSSSALTAVSVVPPLDILTLSKQAWAAPAGRSDEEVRIIYQEWRVKHRPAENDQYVGDYRLEVFKENLRFVDEHNAAADRG-EHAYRL

PhCAC16.5      1 -----------------------------------------------------------------------------------NALVTGELISLSAQELV
Aacys-prot   100 GMNVFADLSNEEFREVYSSRVLRKKAAEGRGARRRAGEGRVVAGCDAPASLDWRKRGAVTAVKNQGDCGSCWAFSSTGAMEGINAITTGELISLSEQELV
McTHIOLPROT   97 GLNKFADLSNEEFKEMYMSKVKGSRSNELKMGGVKRNMSVSSRTCDAPTSLDWRDKGVVTPMKDQGQCGSCWAFSVSGSIESANAIATGDLIRLSEQELV
GhCYSPROT     97 GLNKFADMSNEEFRKAYLSKVKKPINKGITLS---RNMRRKVQSCDAPSSLDWRNYGVVTAVKDQGSCGSCWAFSSTGAMEGINALVTGDLISLSEQELV
DcCYSPROT     89 GLNRFADLTNEEYRSKYTGIRTKD---SRKKVSGKSQRYASLAGESLPESVDWREHGAVASVKDQGQCGSCWAFSTISAVEGINQIATGKLITLSEQELV
ZmCYSPROT     92 GLNRFADLTNDEYRATYLGARTRP---QRERKLG--ARYHAADNEDLPESVDWRAKGAVAEVKDQGSYGSCWAFSTIAAVEGINQIVTGDLISLSEQELV
ZoCYSPROT    100 GMNRFADLTNEEYRARFLRDLSRL---GRSTSGEISNQYRLREGDVLPDSIDWREKGAVVAVKNQGRCGSCWAFAAIAAVEGINQIVTGDLISLSEQQLV

PhCAC16.5     18 NCD-STDYGCDGGYMDSAFEWVINNGGIDSASDYPYTAIQG---TCNITKEKTKIVTIDGYQDVAQ-EESALLCAAAQQPVSVGIDGSSLDFQLYTGGIY
Aacys-prot   200 DCD-TTNEGCDGGYMDYAFEWVINNGGIDSEANYPYTGQADS--VCNTTKEEIKVVSIDGYEDVAT-SESALLCAAVQQPVSVGIDGSSLDFQLYAGGIY
McTHIOLPROT  197 DCD-TYDYGCDGGNMDTAYRWIIKNGGLDSEDDYPYTSSNGRDGKCDKTKSAKSVVSLDSYVEVES-NEDAVLCAVATTPVTIGIVGSAYDFQLYTGGVY
GhCYSPROT    194 ECD-TSNYGCEGGYMDYAFEWVINNGGIDSESDYPYTG---VDGTCNTTKEETKVVSIDGYQDVEQ-SDSALLCAVAQQPVSVGIDGSAIDFQLYTGGIY
DcCYSPROT    186 DCDRSYNEGCNGGLMDDAFQFIINNGGIDSDADYPYTGRDGQ---CDQYRKNAKVVTIDSYEDVPEYDEKALQKAAANQPISVAIEASGRDFQFYDSGIF
ZmCYSPROT    187 DCDTSYNQGCNGGLMDYAFEFIINNGGIDTEKDYPYKGTDGR---CDVNRKNAKVVTIDSYEDVPANDEKSLQKAVANQPVSVAIEAAGTQFQLYSSGIF
ZoCYSPROT    197 DCS-TRNYGCEGGWPYRAFQYIINNGGVNSEEHYPYTGTNGT---CNTTKENAHVVSIDSYRNVPSNDEKSLQKAAANQPISVGIDASGRNFQLYHSGIF

PhCAC16.5    113 DGDCSSNPNDVDHAVVIVGYGSEGDDEYWIIKNSWGTSWGMEGYAYIKRNTDLSYGVCAINSMASYPTKESSSSSPP-----YPSPALPPPPPPSPSPSE
Aacys-prot   296 DGDCSGNPDDIDHAVLVVGYGQQGGTDYWIVKNSWGTDWGMQGYIYIRRNTGLPYGVCAIDAMASYPTKQFAPAATPPSPAPPPPSPPPPPTPPSPSPSQ
McTHIOLPROT  295 NGQCSSKPYDIDHAVLIVGYGSQDGKDYWIVKNSWGTYWGLEGYILMERNTDIKNGVCGMYLEPVYPITAAPTPPGPPPPPAPPSPPHPPPPPTPPAPSK
GhCYSPROT    289 DGSCSDDPDDIDHAVLIVGYGSEDSEEYWIVKNSWGTSWGIDGYFYLKRDTDLPYGVCAVNAMASYPTKQFSSPSPYPSP--------------------
DcCYSPROT    283 TGKCG---TDLDHGVVVVGYGTENGKDYWIVRNSWGADWGEKGYLRMERGISSKAGICGITSEPSYPVKSGVN----------PPNPGPSPPSPKSPESV
ZmCYSPROT    284 TGSCG---TALDHGVTAVGYGTENGKDYWIVKNSWGSSWGESGYVRMERNIKASSGKCGIAVEPSYPLKEGAN----------PPNPGPSPPSPTPAPAV
ZoCYSPROT    293 TGSCN---TSLNHGVTVVGYGTENGNDYWIVKNSWGENWGNSGYILMERNIAESSGKCGIAISPSYPIKVGATNLRN------PTTSSSSVPSLVESLTA

PhCAC16.5    208 CGDYYFCSIGQTCCCELELFGVCFIQGCCPYENGVCCDKSEYCCPSGYSVCSVNQGMCLKEYGDYLG-VAAKKRRIAKYKLSWSTSTKLTMEMDQHLQWK
Aacys-prot   396 CGDYSYCPSDETCCCLVELGGFCLIYGCCAYQNAVCCTGTVYCCPQDYPICDVPDGLCLQHLGDVVG-VAARKRKLAKHKFPWTKAGDTPQQYYQPLLWK
McTHIOLPROT  395 CGDFHYCAADQTCCCIFEFYNYCLIYGCCGYSDAVCCKNSAACCPSDYPICDVQAGYCYKNSAKTFG-VPAKKRQLAKHKMPWEKIEETIKEEFQPLAWN
GhCYSPROT    369 -SVLHRTFFNFTTTTTFISFTK------------------------------------------------------------------------------
DcCYSPROT    370 CDEYYTCPMSTTCCCMYEYYGYCFAWGCCPLEGASCCDDGYSCCPHDYPVCNVRAGTCSMSNNNPLG-VKAIQRILATPNWQHGSKGKKVTA--------
ZmCYSPROT    371 CDNYYSCPDSTTCCCIYEYGKYCFAWGCCPLEGATCCDDHYSCCPHDYPICNVRQGTCLMGKDSPLLSVKATKRTLAKPHWAFSGNTADGMKSSA-----
ZoCYSPROT    384 CDNYYTCSGSTTCCCMHERGNRCFAWGCCPLEGATCCKDHYSCCPFNYPICSVADDNCLMSKNSPLR-VKASRRTPAIPNWVLSSSGGLKSSA-------

PhCAC16.5    307 RNEFLEMLKVQLILKKTLRLSNGSRY
Aacys-prot   495 RDGVAALR------------------
McTHIOLPROT  494 RNPFAAAA------------------
GhCYSPROT        --------------------------
DcCYSPROT        --------------------------
ZmCYSPROT        --------------------------
ZoCYSPROT        --------------------------


