Supplemental Figure 1. Potential mechanisms explaining the discrepancy between the apparent (101 kDa) and calculated (159 kDa) molecular weight of P.infestans PKDRR B protein. A) shows the intron-exon structure of the gene encoding PKDRR B. None of the potential translation products match the apparent molecular weight estimated by SDS-PAGE. B) Highlighted with a grey background is a putative intein of P. infestans PKDRR B. This is delimited by an N-terminal cysteine residue (C) and a consensus C-terminal HDS tripeptide. It contains a poorly conserved homing endonuclease domain and is of a suitable molecular weight to explain the discrepancy in the observed molecular weight of the PKDRR B protein (57 kDa).  Also show are the peptide sequences used as immunogens for the generated of pAb XP1, XP2 and XP3 (the pAb XP1 peptide is located within the candidate intein).
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Calculated MW of potential translation products:

Exon 1: 1.74 kDa
Exon 2: 157.09 kDa
Exons 1 & 2: 158.83 kDa

pAb XP2

MEQSKIERTTT NJDRSPOKFTYASCRKTRKTSSSSMDADDAAPVANGAPAAARAPPAPVSTPTLSVAKEE
PAKPRNGAPSSMORFPAASDAPVPLKPKPKPTLRTPPSRLRSGSGSGSNTSSGRERRESGGPRPASANMG
IVVGTLRRRNRVNLRTSSLSDEEANDVVSVPPRSTAMLAPRRSKKQPSLRNMASLVRSHLRSSKSLVSTS
SESTDVDVDADADTDKNPGLERSNS SFAGVAQQLVTSRRAARGFLSMWTKDSTETMHVYRGIHMEKKKLD
LVSVASEYKEIKRRQFYQELVVYVVFLTFLFSLLSWLPVQDSFHONDVVGALTCREEGECEIKTFADIYD
FAGKLRDTVCERQDVTAQWVRVGGVGFRQVRVKELRCRVYDGWEAPCY PFYSPEAEQKTSILGENGTGRY
YEWRDGLGDLSPEMYRSAIDWLFFGPVPSYGSGGYAVDLCDLEDVEELQRDHYLSEHTRAAAFKFILLNP
ITRVFTIGMHVITVDPSGHIDHFAHS SHVRVIGHEKPEQFT ITDDSVEAPPKPKLHRRIFDALRGSMSLY
REAFDVRVLLWVALVLFFITYCIGEATEMSTMGVSTYLGSDMANLFELSHLVVLAAMLSYMVHYYMASSS
FALHLAELREGRGVEELSHTSSQELLTGFQQLSDLASLGSAISLLKVFKFLRMNATLNLLWRVLGMAMSD
LMGFLVIFNLIFLGYSAMGSYAFGFALEEYSTISKSYGTCFQMLAGEMDYGRLOQANPRVAPLFIGTFVY
LVFQILVNMFVAILSEYYEVAKNDETASGEDVEYDVLARIRSFVIRCSPTVVVPKDHGVIRLIPWOQVRL
ISTNLVDQEETRORVRKLFRGAVWRVVALLRFGMKFDRRINFGDRATHDGS THNGNGGSPGGKEDRELVS
HIRLSENFDHKTIKEMIPIGITIRLOGDSILGDGLALKVVHHGKLSY{ECIVLGPNEAEAGSNAPGKINGG
LHAFAPPRTISSLGSFEDDSDLDDGAPRERVLELMGGEKLRI PRRRLAVHLCRIMFQELKNGLLRATKLW
NYSKDHMVDDYHLGLLFDSVRADGRTS LRFDE I SRMLDLFLRKDKRKAMCSQAEVRREALOVMYRFRKCL
DTSKVELGHLEHLGDVLARNCHDMWALERLKQGWQYGEERDDKKKRHPNLVP
YKLLSVEESAFDYRSSIETIKTIVFMNYAITRANHQRSHSGSFHDSVSREASTMSDIADGMGGSNSSLLS
GGSESTSPRANDAAVFEELGTASHPGTPARPVPSLLREAMSFRRNSLMGNSPYFTSYGEGGVEVYRPLPT
DTTTVE}PPRLLRLVDLLAENAHEVWAKGRMDEGWTYGPQRDDSTKKHPC\,VPYVFLTDDEKEYDINIAK
ETLKTY/IAMKFTILDRSSKY

pAb XP1 Putative
pAb XP3 DOD homing
endonuclease:

PKDRR: LAGEMDYGR
Consensus: LAGLIDADG
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