
Exon 1
At 1:MADVSRSSSLYTEEDPLQAYSG.LSLFPRTLKSLSNPL...PPSYQS........EDLQQTHTLLQSM:56
Mt 1:.....MEKHESEVEDPIANYSG.LSLFRSTFS.LQPSS...NPFHDL........DAINNN...LRSM:47
Os 1:..........MASADPFLAASSPAHLLPRTLGPAAPPGTAASPSAAR........GALLDGI..SRPL:48
Zm 1:..........MDAADPLCAISSTARLLPRTLGPAIGP....SPSNPR........DALLEAIALARSL:46
St 1:...MVNEALISDPVDPLHSLAG.LSLLPTTVRVSTDAS...VSVNPKD......LELIHNF...MKSM:52
Bv 1:.MGVRTETEGSDLVDPLADYSS.LSLFPRTFSSLSTSS...SSSIDLRKPNSPILNSILTH...LKAK:60

Exon 2
At 57:PFEIQSEHQEQAKAILED............VDVDVQLN..PIPNK...RERRPGLDRKRKS..FSLHL.TTS:108
Mt 48:DLGSPTRLAEQGQSILENNLGFNTENLTQDVENDDVFA..VEEGEEFPRKRRPGLGLNRARPRFSLKP.TKK:116
Os 49:..KGSKELVEQARMAMKAVGDIG....KLYGGDGAGVAAAAADGKNNQLGRRPAPDRKRFR..LKTKP.PAN:111
Zm 47:..KGSEELVKQATMVPKEHGDIQ....ALYHDDGV.KGWPPANGSKEQQGRRPALDRKRAR..FAMKD.TGS:108
St 53:ETKGPG.LLEEAREIVDNGAELLNTKFTSFILSKGIDGDLAMKGKEKLQERRPGLGRKRAR..FSLKPPSTS:121
Bv 61:.LSSPDKMLKQAKPILEDSLNF........LKTDKTEA..IAENEKVPRERRPALGLKRAK..FSAKP.MPS:118

Exon 3
At 109:QPPP..VAPSFDPSKYPRSEDFFAAYDKFE:136
Mt 117:.PSVEDLLPSLDIKDHKDPEEFFLAHERRE:145
Os 112:KPVQN.VDYT.ELLNIEDPDEYFLTLEKLE:139
Zm 109:KPVPV.VDQS.KLSNISDPITFFMTLDRLE:136
St 122:QPTVS.VAPRLDIDQLSDPVEFFSVAEKLE:150
Bv 119:QPDAS.LEFSIDVDKLSDPEELFSAFERME:147

Exon 4
At 137:LANREWQKQTGSSVIDIQENPPS..RRPRRPGIPG..........:169
Mt 146:NARRELQKQLG..IVSSEPNQDSTKPRDRRPGLPGFNRG......:182
Os 140:RADKEIKRLRGEVPTEGTYNNRGIEPPKLRPGLLR..........:174
Zm 137:EAEEEIKRLNGEAEKR.TLNFDPVDEPIRQPGLRG..........:170
St 151:DAEKEIERQKGSSIHDPDVNNPPANARRRRPGILG..........:185
Bv 148:NAKKEVQRLRGEPLFDLDQNRASLARRPRRPSLLGlkffsllfa*:192
                                          |Intron 4?|

Exon 5
At 170:.RKRRPFKESFTDSYFTDVINLEASEKEIP.....IASEQSLESATAAH.VTTVDRE.....VD...:221
Mt 183:..PVK.YRHRFSQETLDNNVDVLSSQEVFESDNLDLVGDNT..DTGDAS.PTSLDNE.....VA...:235
Os 175:RKSVHSYKFSASSDAPDAIEAPASQTETVTESQTTQDDVHGSAHEMTTEPVSSRSSQDAIPDISARE:241
Zm 171:RKSVRSFKVIEDVGTQDPNEAPASQTATMTGSQLSQDVMHAVAGKNGRS.VSSRSSE....AISEKE:232
St 186:.KSVK.YKHRFSSTQPENDDAFISSQETLEDDILVEHGSQLPEELHGLN.VELQEAE.....LT...:241
Bv 193:RSSTYTHRPYSSKSMADVDETLFPSQETIYDEILSPIRDDVLPHANVVN..HSPSVI.....LS...:249

Exon 6 (beginning)
At 222:DSTVDTDKDLNNVLKDLLACSREELEGDGAIKLLEERLQIK:262
Mt 236:GSPAVEENKGNDILQGLLTCNSEELEGDGAMNLLQERLNIK:276
Os 242:DSFV..WKDNSFTLNYLLS.AFKDLDEDEEENLLRKTLQIK:279
Zm 232:VSLA..EKDGRDDLTYILT.SIQDLDESEEEEFIRKTLGIK:270
St 242:GSVKKTENRINKILDELLSGSDEDLDRDMAVSKLQERLQIN:282
Bv 250:DSKSRTTSKVS.EFDELLSSNYEGLDEDEVENLLRDKLQIK:289

---------------------------------------------------------------------------------------------

Carboxyl terminus
At  SCRKSLAAAGTKIEGGVRRSTRIKSRPLEYWRGERFLYGRIHESLTTVIGIKYASPGEGKRDSRASKVKSFVSDEYKKLVDFAALH
Mt  QHRMSLADAGTSWESGVRRSKRFRTRPLEYWKGERMVYGRVHESLSTVIGVKRFSPGGD..GKPNMKVKSFVSDKYKQLFEIASLY
Os  NRRKSLADAGLTWQAGVRRSTRIRSKPLQHWLGERFIYGRIHGTMATVIGVKSFSPSQE..GKGPLRVKSFVPEQFSDLLAESAKY
Zm  NQRKILGDADLACQPGVRKSSRTRSRPLEYWLGERLLYGPIHDNLHGAIGIKAYSPGQD..GKRSLKVKSFVPEQYSDLVAKSARY
SLe SSRPSLADAGTSFESGVRRSKRMKTRPLEYWKGERLLYGRVDEGLK.LVGLKYISP.....GKGSFKVKSYIPDDYKDLVDLAARY
Bv  QRRTSLYCAGTKWEAGVRRSTRIKMRPLQYWKGERFLYGRVHESLVTVIGVKYASPSKDTEEAG.VKVKSFVSDKYKDMVEFASLH
Pbt SKRHSLAASGTSWETGLRRSTRIRSRPLEYWKGERFLYGRIHGSLATVIGIKYESPGNDK.GKRALKVKSYVSDEYKDLVELAALH
                   ________________________
                         CENPC  motif

Identities   Consensus (>60%)   Similarities

(a)

(b)


