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Supplementary Figure 3. Comparison of Rta2 and Rta3 proteins.

(A) A phylogenetic tree was generated from Muscle alignments of Rta2 and Rta3 sequenc-
es from CUG-Ser species (CGOB) using PhyML, implemented in SeaView (Gouy et al Mol 
Biol Evol. 2010 Feb;27(2):221-4).  Bootstrap values are shown.The pink box highlights the 
Rta2 and Rta3 sequences from the Candida parapsilosis complex. The gene names are 
taken from the Candida Gene Order Browser (http://cgob.ucd.ie).

 (B) Alignment of C. parapsilosis Rta2 and Rta3 generated using Muscle implemented in 
SeaView.
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      1
RTA2  MDQSPSIAAW TP--TTTATS TSLKSVATSA HSALESSLSK ALHSLTGHTT TMERNDYIHA SRAARGAQAS
RTA3  MDQLASITAW TPSSTNTPTT TSLKSVATTA QSALESSLSA ALRDFSSYGT KINNEQYVSA SRAIRGAQAS

     71
RTA2  LSIISGENIL ATATAESIKA QATEMIWNST QNLEDLAWEE NMYGIRRLTR PGNIFFLAAF SITFLWYTLI
RTA3  LSIISAEHVL ATATADNIKA QATELIWNST QNLDDLWWDE NVYDIRRLTR PGNIIFLVVF AISFLWYIVI

    141
RTA2  FIKSRYWWFN IAFFCGALLE FLGFLGRVLS FNDMSSFSYY VMQMVTLTIA PAFTMGGIYF LLGQLVIIHG
RTA3  LAKSRYWWFN VAFFCGAALE FLGFLGRVLS FNDMTYFPYY LLQLIVLTIA PAFIMGGIYF LLGQLVIIHG

    211
RTA2  RQFSFLKPLW YAYIFIACDI LSLFIQAAGG GVASAATSGN TSPDPGTNTM IAGIAFQAFA MSIYVSLWFV
RTA3  RQFSVLKPLW YAYIFIACDI TSLVIQAIGG GIASVRAENY ENADPGTYTM IAGIAFQVFS MSIYIIFWTI

    281
RTA2  FIWKIYFPKK DTH-ARYAIE KD---NQQQM LKPGLKNFLK LFFNTKASAE YKRTVLEPFY NPKYSDIRQR
RTA3  FLWKIYFPKT DKYPSQLASE KSDLVDPQQV LKPSVKNFFK LLINSKKTAE YKRNILEPYY NPKYADIRSR

    351
RTA2  PLYNYFPLAV TCAIIAIFIR CIYRVVELAQ GFRGYLITHE VYIMCLDAAM LVIALYVFIP FHPYIVFGSS
RTA3  KMYDYFPLAV SLAIIAVFVR CIYRVVELAQ GFSGYLITHE VYIMCLDALM LFIALYMFIP FHPHIVFGAS

    421
RTA2  NIIRLGDIKG NADEKLEED- ---------- ---------- ---------- ---------- ----------
RTA3  NIIRLGDIKG NTDEKIEEEV LYPVDDGYDS NATRKGTAVG SPYGETQDLE KHGSETSYKA DLGDANHQAS

    491
RTA2  ---ETGLTKM DNNTSKSESI --EPVLMDSI EK*------- ---
RTA3  YPIESDYTPQ GIHSANNSHI PRDSYPLESR EEYHDAYGTR HR*


