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SFig.	   1.	   Analysis	   of	   autophagy	   induction	   by	   different	   stress	   conditions	   in	  

Chlamydomonas.	   (A),	   Log	   phase	   cells	   growing	   in	   TAP	   medium	   were	   treated	   with	   5	  

µg/ml	  tunicamycin	  (tun),	  1	  mM	  H2O2,	  1	  µM	  methyl	  viologen	  (MV)	  or	  20	  µM	  norflurazon	  

(NF)	   and	   samples	   were	   taken	   at	   the	   indicated	   times	   and	   processed	   for	   expression	  

analysis	  of	  ATG8,	  ATG3	  and	  CAL2	  genes	  by	  qPCR.	  Values	  are	  means	  of	  three	  independent	  

experiments.	  (B),	  Thirty	  micrograms	  of	  total	  extracts	   from	  cells	  treated	  as	   indicated	  in	  

panel	  A	  were	  resolved	  by	  15%	  SDS-‐PAGE	  followed	  by	  western	  blot	  analysis	  with	  anti-‐

ATG8	  and	  anti-‐FKBP12	  antibodies.	  

	  

SFig.	  2.	  Expression	  analysis	  of	  the	  FKBP12	  gene	  by	  qPCR.	  Log	  phase	  cells	  grown	  in	  TAP	  

medium	  were	  treated	  with	  5	  µg/ml	  tunicamycin	  (tun)	  and	  samples	  were	  collected	  and	  

processed	  for	  RNA	  isolation	  at	  the	  indicated	  times.	  Expression	  of	  the	  FKBP12	  gene	  was	  

analyzed	  by	  qPCR.	  Values	  are	  means	  of	  two	  independent	  experiments.	  

	  

SFig.	  3.	  (A)	  Domain	  structure	  of	  CAL2,	  ERO1	  and	  PDI6	  proteins	  from	  Chlamydomonas.	  

Evolutionarily	   conserved	   domains	  were	   identified	  with	   the	   Conserved	  Domain	   search	  

tool	   at	   NCBI	   (http://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi).	   (B)	   Amino	   acid	  

sequence	   alignment	   of	   CAL2	   protein	   homologues	   from	   Chlamydomonas	   reinhardtii	  

(CrCAL2;	   Cre01.g038400.t1.2),	   Arabidopsis	   thaliana	   (AtCAL2;	   NP_172392.1),	   human	  

(HsCAL2;	   AAB51176.1)	   and	   Saccharomyces	   cerevisiae	   (CNE1).	   ER	   retention	  motifs	   are	  

underlined.	   (C)	   Amino	   acid	   sequence	   alignment	   of	   ERO1	   protein	   homologues	   from	  

Chlamydomonas	   reinhardtii	   (CrERO1;	   Cre17.g723150.t1.3),	   Arabidopsis	   thaliana	  

(AtERO1;	   AEE35298.1),	   human	   (HsERO1;	   AAH08674.1)	   and	   Saccharomyces	   cerevisiae	  

(ScERO1).	   (D)	   Amino	   acid	   sequence	   alignment	   of	   PDI6	   protein	   homologues	   from	  



Chlamydomonas	   reinhardtii	   (CrPDI6;	   Cre12.g518200.t1.3),	   Volvox	   carteri	   (VcPDI6;	  

XP_002948079.1),	   Chlorella	   variabilis	   (CvPDI6;	   XP_005852011.1)	   and	   Arabidopsis	  

thaliana	  (AtATERDJ3A;	  NP_187509.1).	  The	  thioredoxin-‐like	  motif	  is	  underlined.	  

	  

SFig.	  4.	  Effect	  of	  thapsigargin	  on	  autophagy	  and	  ER	  stress.	  Log	  phase	  cells	  grown	  in	  TAP	  

medium	  were	  treated	  with	  1	  µg/ml	  thapsigargin	  (thap)	  or	  5	  µg/ml	  tunicamycin	  (tun)	  for	  

8	  hours	  and	  then	  processed	  for	  western	  blot	  analysis	  of	  ATG8	  and	  FKBP12	  proteins	  (A)	  

or	   qPCR	   analysis	   of	   ATG8,	   ERO1	   and	   PDI6	   genes	   (B).	   Values	   are	   means	   of	   two	  

independent	  experiments.	  

	  

SFig.	   5.	   Expression	   analysis	   of	  CAL2,	  ERO1	   and	  Rb60	   genes	   by	   qPCR.	   Log	   phase	   cells	  

grown	   in	   TAP	   medium	   were	   treated	   for	   8	   hours	   with	   2.5	   mM	   DTT	   (A)	   or	   5	   µg/ml	  

tunicamycin	  (B)	  alone	  or	  in	  combination	  with	  10	  mM	  GSH.	  Samples	  were	  collected	  and	  

processed	   for	  RNA	   isolation.	  Expression	  of	   the	   indicated	  genes	  was	  analyzed	  by	  qPCR.	  

Values	  are	  means	  of	  three	  independent	  experiments.	  “*”,	  Differences	  were	  significant	  at	  

P<0.05	  according	  to	  Student’s	  t-‐test	  between	  DTT	  and	  DTT/GSH.	  

	  

SFig.	   6.	  Expression	  analysis	  of	   the	  GSTS1	  gene	  by	  qPCR.	  Log	  phase	  cells	  grown	  in	  TAP	  

medium	  were	  treated	  for	  30	  minutes	  or	  8	  hours	  with	  5	  mM	  ascorbate	  or	  left	  untreated	  

(control).	   Samples	  were	   collected	  and	  processed	   for	  RNA	   isolation	  and	  qPCR	  analysis.	  

Values	  are	  means	  of	  two	  independent	  experiments.	  

	  

	  

SFig.	   7.	  DAD1	   expression	   is	   upregulated	   upon	   prolongued	   ER	   stress.	   Log	   phase	   cells	  

grown	  in	  TAP	  medium	  were	  treated	  with	  5	  µg/ml	  tunicamycin	  (tun)	  and	  samples	  were	  



collected	  and	  processed	  for	  RNA	  isolation	  at	  the	  indicated	  times.	  Expression	  of	  the	  DAD1	  

gene	  was	  analyzed	  by	  qPCR.	  Values	  are	  means	  of	  two	  independent	  experiments.	  
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B 
 
CrCAL2       -----MKWGVVAVLATL------VVAASAKDYFKETFDGS-----WADRWTKSSWKVSDG 
AtCAL2       -MAKMIPSLVSLILIGL------VAIASAAVIFEERFDDG-----WENRWVKSEWKKDDN 
HsCAL2       -----MLLSVPLLLGLLG-----LAVAEPAVYFKEQFLDGD---GWTSRWIESKHKSD-- 
CNE1         MKFSAYLWWLFLNLALVKGTSLLSNVTLAEDSFWEHFQAYTNTKHLNQEWITSEAVNNEG 
                      :   *  :         : .   * * *          ..*  *.   .   
 
CrCAL2       S---AGEFKLTAGKWYGDAEADKGIQTGPDSKFFAISAPLAT-VFDNTGKDTVVQFSVKH 
AtCAL2       T---AGEWKHTAGNWSGDAN-DKGIQTSEDYRFYAISAEFP--EFSNKDKTLVFQFSVKH 
HsCAL2       ----FGKFVLSSGKFYGDEEKDKGLQTSQDARFYALSASFE--PFSNKGQTLVVQFTVKH 
CNE1         SKIYGAQWRLSQGRLQGSAW-DKGIAVRTGNAAAMIGHLLETPINVSETDTLVVQYEIKL 
                  .::  : *.  *.   ***: .  .     :.  :      .  .  *.*: :*  
 
CrCAL2       EQDLDCGGGYIKVVP--ATSEKQMGEFGGDTPYSIMFGPDICG-------YSTRKVHVIL 
AtCAL2       EQKLDCGGGYMKLLS--GDVDQKK--FGGDTPYSIMFGPDICG-------YSTKKVHAIL 
HsCAL2       EQNIDCGGGYVKLFP--NSLDQTD--MHGDSEYNIMFGPDICG-------PGTKKVHVIF 
CNE1         DNSLTCGGAFIKLMSGFMNVEALKHYAPDTEGVELVFGPDYCAPEINGVQFAINKVDKIT 
             ::.: ***.::*:..     :       .    .::**** *.        . .**. *  
 
CrCAL2       TYKGKNYLIKKDIKAETDQ-LTHVYTLVIKP-DNTYQVLIDLKEVASGSLYEDWD----- 
AtCAL2       TYNEANHLIKKDVPCETDQ-LTHVYTFILRP-DATYSILIDNVEKQTGSLYSDWD----- 
HsCAL2       NYKGKNVLINKDIRCKDDE-FTHLYTLIVRP-DNTYEVKIDNSQVESGSLEDDWD----- 
CNE1         HESKLRYLQEMPLSKLTDTSQSHLYTLIIDESAQSFQILIDGKTVMVREHIEDKKKVNFE 
               .  . * :  :    *   :*:**:::     ::.: **       .  .* .      
 
CrCAL2       --MLPPKTIKDPKASKPEDWDEREEIADPEDKKPEGWDD--------------------I 
AtCAL2       --LLPPKKIKDPSAKKPEDWDEQEYISDPEDKKPDGYDD--------------------I 
HsCAL2       --FLPPKKIKDPDASKPEDWDERAKIDDPTDSKPEDWD---------------------K 
CNE1         PPITPPLMIPDVSVAKPHDWDDRIRIPDPEAVKLSDRDERDPLMIPHPDGTEPPEWNSSI 
               : **  * * .. **.***::  * **   * .. *                       
 
CrCAL2       PATIADKDAKKPEDWDDEEDGTWEPPMIPNP-------------------EYKGEWKAKM 
AtCAL2       PKEIPDTDSKKPEDWDDEEDGEWTAPTIPNP-------------------EYMGEWKPKQ 
HsCAL2       PEHIPDPDAKKPEDWDEEMDGEWEPPVIQNP-------------------EYKGEWKPRQ 
CNE1         PEYILDPNAQKPSWWKELEHGEWIPPMIKNPLCTAERGCGQQIPGLINNAKYKGPGELNE 
             *  * * :::**. *.:  .* * .* * **                   :* *  : .  
 
CrCAL2       IKNPAYKGIWVAPDIDNPDYVHDDK-LYNFKDLKFVGFELWQVKSGSIFDNILVTDDLEA 
AtCAL2       IKNPNYKGKWEAPLIDNPDFKDDPE-LYVFPKLKYVGLELWQVKSGSLFDNVLICDDPDY 
HsCAL2       IDNPDYKGTWIHPEIDNPEYSPDPS-IYAYDNFGVLGLDLWQVKSGTIFDNFLITNDEAY 
CNE1         IINPNYMGEWHPPEIENPLYYEEQHPLRIENVISGVILEFWSGSPNMLISNIYVGKNVTE 
             * ** * * *  * *:** :  :   :     :  : :::*. ... ::.*. : .:    
 
CrCAL2       AKKFAEDTWGKHKDEEKAMFDKVKKEEDEKKAKDAPPPPVDAEAAEEEDDEYEDKEEPSG 
AtCAL2       AKKLADETWGKLKDAEKAAFDEAEKKNEEEESKDAP-AESDAEDEPEDDEGGDDSDSESK 
HsCAL2       AEEFGNETWGVTKAAEKQMKDKQDEEQRLKEEEEDK--KRKEEEEAEDKEDDEDKDEDEE 
CNE1         AQIIGNKTWLMRDRAFRGSDGPTERKFMNSRLGNLQTTFHNERESPNPFDRIIDRILEQP 
             *: :.:.**   .   :   .  ..:   ..  :      . .   :  :   *    .  
 
CrCAL2       MGSIKIPKEEEES-----GHDEL 
AtCAL2       AEETKSVDSEETSEKDATAHDEL 
HsCAL2       DEEDKEEDEEEDVPG--QAKDEL 
CNE1         LKFVLTAAVVLLTTSVLCCVVFT 
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C 
CrERO1       MRRLCPSCALAAGACLLALLQHTALAGGAQANLTGISTAALGAEAAADAFLTNRQLVGQG 
AtERO1       ----------MGKGA----IKEEESEKKRKTWRWPLATLVVVFLAVAVSSRTNSNVGFFF 
HsERO1       ---------------------------------MGRGWGFLFGLLGAVWLLSSGHGEEQP 
ScERO1       -----------------------------MRLRTAIATLCLTAFTSATSNNS-YIATDQT 
                                                 .   :     *    :         
 
CrERO1       QEGAATIAADQLTAGESCRLSGHVDECCNCTYQNVDRLN-VALHPLLQQVVRTAFFRYFK 
AtERO1       SDRNSCSCSLQKTG----KYKGMIEDCC-CDYETVDNLNTEVLNPLLQDLVTTPFFRYYK 
HsERO1       PETAAQRCFCQVSG--------YLDDCT-CDVETIDRFNNYRLFPRLQKLLESDYFRYYK 
ScERO1       QNAFNDTHFCKVDR------NDHVSPSCNVTFNELNAIN-ENIRDDLSALLKSDFFKYFR 
              :        :            :. .     : :: :*   :   *. :: : :*:*:: 
 
CrERO1       VNIYCDCPLWPD-DSMCALRACSVCECEQSEVPPTWRRLEQGGQGEEEEGSCNSNTCAAE 
AtERO1       VKLWCDCPFWPD-DGMCRLRDCSVCECPENEFPEPFKKPFVPGLPSDD-LKCQE----GK 
HsERO1       VNLKRPCPFWND-ISQCGRRDCAVKPCQSDEVPDGIKSASYKYSEEAN--NLIEECEQAE 
ScERO1       LDLYKQCSFWDANDGLCLNRACSVDVVEDWDTLPEYWQPEILGSFNND--TMKEADDSDD 
             :.:   *.:*    . *  * *:*    . :              . :  .  .     . 
 
CrERO1       LDGKVNSTVDPDTALKLLNLKGWRGFNNPWMAEGEGDE-EYLYVNLLINPERYTGYAGEH 
AtERO1       PQGAVDRTIDNR------AFRGWVETKNPWTHDDDTDSGEMSYVNLQLNPERYTGYTGPS 
HsERO1       RLGAVDESLSEETQKAVLQWTKHDDSSDNFCEADDIQSPEAEYVDLLLNPERYTGYKGPD 
ScERO1       ECKFLDQLCQTS------KKPVDIEDTINYCDVNDFNGKNAVLIDLTANPERFTGYGGKQ 
                 ::   .                .  :   .: :  :   ::*  ****:*** *   
 
CrERO1       AHRIWRAIYSQSCFHSSSSDSGSSSEDSSSSSSGSGGPPALSPASLPPDWCPEKRVFYRL 
AtERO1       ARRIWDSIYSENCPKYSSGE----T-------------------------CPEKKVLYKL 
HsERO1       AWKIWNVIYEENCFKPQTIKR---PLNP--LASGQGTSEENTFYSWLEGLCVEKRAFYRL 
ScERO1       AGQIWSTIYQDNCFTIGETG-----------------------------ESLAKDAFYRL 
             * :**  **.:.*                                     .  * .:*:* 
 
CrERO1       ISGMHASISAHISANYLLSE--ERGLWGHNLTDFRMRLGRPE----LRDRIQNLYFAYLF 
AtERO1       ISGLHSSISMHIAADYLLDE--SRNQWGQNIELMYDRILR------HPDRVRNMYFTYLF 
HsERO1       ISGLHASINVHLSARYLLQETWLEKKWGHNITEFQQRFDGILTEGEGPRRLKNLYFLYLI 
ScERO1       VSGFHASIGTHLSKEYLNTK---TGKWEPNLDLFMARIGN------FPDRVTNMYFNYAV 
             :**:*:**. *::  **  :      *  *:  :  *:           *: *:** * . 
 
CrERO1       VLRAVTKAAPLLARYDYVTGFGAEEDAATAQLMKSLLTSPELASSCPMPFDEGRLWKGG- 
AtERO1       VLRAVTKATAYLEQAEYDTGN-HAEDLKTQSLIKQLLYSPKLQTACPVPFDEAKLWQGQ- 
HsERO1       ELRALSKVLPFFERPDFQLFT--GNKIQDEENKMLLLEILHEIKSFPLHFDENSFFAGDK 
ScERO1       VAKALWKIQPYLPEFSFCDLVNKEIKNKMDNVISQLDTK---------IFNEDLVFAND- 
               :*: *  . : . .:        .    .    *             *:*  .: .   
 
CrERO1       -DGLALREELRAAFVNITRIMDCVGCEKCKLWGKLQTLGVATALKVLFSSSDCNNTLPTS 
AtERO1       -SGPELKQQIQKQFRNISALMDCVGCEKCRLWGKLQVQGLGTALKILFSVG--NQDIGD- 
HsERO1       KEAHKLKEDFRLHFRNISRIMDCVGCFKCRLWGKLQTQGLGTALKILFSEK-LIANMPES 
ScERO1       -LSLTLKDEFRSRFKNVTKIMDCVQCDRCRLWGKIQTTGYATALKILFEINDADEFTKQH 
               .  *:::::  * *:: :**** * :*:****:*. * .****:**.            
 
CrERO1       PALSTLALERNEVIALVNLLERFSASIEYYRQLS------AELQVAEG------------ 
AtERO1       ---QTLQLQRNEVIALVNLLNRLSESVKMVHDMSPDVERLMEDQIAKVS----------- 
HsERO1       GPSYEFHLTRQEIVSLFNAFGRISTSVKKLENFR-------------------------- 
ScERO1       ---IVGKLTKYELIALLQTFGRLSESIESVNMFEKMYGKRLNGSENRLSSFFQNNFFNIL 
                    * : *:::*.: : *:* *::  . :                            
 
CrERO1       -------------------------------------AEGAPLPVAVGEPVA-------- 
AtERO1       -------------------------------------AKPARLRRIWDLAVSFW------ 
HsERO1       --------------------------------------N--LLQNIH------------- 
ScERO1       KEAGKSIRYTIENINSTKEGKKKTNNSQSHVFDDLKMPKAEIVPRPSNGTVNKWKKAWNT 
                                                   :   :                  
 
CrERO1       ------------------------------------------------------------ 
AtERO1       ------------------------------------------------------------ 
HsERO1       ------------------------------------------------------------ 
ScERO1       EVNNVLEAFRFIYRSYLDLPRNIWELSLMKVYKFWNKFIGVADYVSEETREPISYKLDIQ 
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D 
CrPDI6       MGSHGPISCLCCRAHVEDGAAAGVHAGRRARSLIATVAVVLLLAAAQAPGAEAFRRGGGG 
VcPDI6       ---------------------------MTLRLFLASIALLGLLLAQHAIAA-----R--G 
CvPDI6       ---------------------------MGRSCLGRRLGSSLLLLAAAAAVAAVR------ 
AtATERDJ3A   ---------------------------MVRTRLAISVVLVSTLLLLNVKAK--------- 
                                             :   :     *    .             
 
CrPDI6       GGGGRDFYSLLGVAKDADEATIKKAYRRQALKWHPDRNTDKKEEAAARFRDIAAAYEVLS 
VcPDI6       ---GRDFYSILGVARDADDATIKKAYRKQALKWHPDRNPENKEKAEERFRDIAAAYEALS 
CvPDI6       ---DTKYYDHLGVSPDADERTIQKAYRRAALRYHPDRNPD-KPDAEERFREVAAAYEVLS 
AtATERDJ3A   ---SVDPYKVLGVSKDAKQREIQKAFHKQSLKYHPDKNKD--KGAQEKFAEINNAYEILS 
                . . *. ***: **.:  *:**::: :*::***:* :    *  :* ::  *** ** 
 
CrPDI6       DADKRRTYDQFGEEGLKHG--GGGGPGG-PGGAGGFNMNFQGGDPFEMFNMFFG-GGGGG 
VcPDI6       DPQKRRVYDQFGEEGLKGG--DGGGPGGRPGGPGGFQAHFGGGDPFEMFNMFFGRGAAGG 
CvPDI6       DSEKRQIYDRYGEQGLNQQQQGGGGPGG--------NFHFQHGDAFNIFETVFG------ 
AtATERDJ3A   DEEKRKNYDLYGDEKGQPG-FDSGFPGG----------NG--GYSYSSSGGGFNFGGPGG 
             * :**: ** :*::  :    ..* ***          :   * .:.     *.       
 
CrPDI6       GGMGGGMGGQRRAQFNMGGGG---MGGGFGGMG---GGGMGGGGRGG-----HSGGGGEG 
VcPDI6       GGMGGGGGGAR-VHFNMGG-----MGGGMGGGM---GGGMGGG-----------RGGGQP 
CvPDI6       -GMGGGGGQRMHFQFGGGGGG---MGGGFGGMGGGHGGQHGGGGR---------RHETAG 
AtATERDJ3A   WQNMGGGGGSKSFSFSFGGPSESSFGFGMDDIFSMFSGGSSKGKEQFGGFGSSSNAESKS 
                 ** *      *. **     :* *:..     .*  . *                  
 
CrPDI6       LYDDDPHVQTLTTDTFPAG--DTAWVWLVEFYAPWCGHCKQLAPKWSAVAKSLKGVVKVG 
VcPDI6       MYDSDPYVQQLDGSSLPP---DTNWVWIVEFYAPWCGHCKQLAPQWSKAAASLKGVVRVG 
CvPDI6       LYDNDAFVQDLTEDTFPEGD-GDGWIWLIEFYAPWCGHCRQLAPKWRKVAEALHGVAKVA 
AtATERDJ3A   KSSTVAAIKTINSQVYKKDVVDQGMTWLLLSYLPSQRGSQYHESIIEEVAESLQGALKVG 
               .  . :: :  .       .    *::  * *    .:   .    .* :*:*. :*. 
 
CrPDI6       AINCEDAKELCGAHGVRGYPTIQAFVP---GSGAKP-----YSGDRSAKAISDWALDLVP 
VcPDI6       AVNCDERQQACQAQGLKGYPTIKAFVP---SGGAAAPSVREYNGERSAKAISDWALGLVP 
CvPDI6       AVNCEQQQALCQEQGVRGYPTIKAF-----SGGHLH----EYKGDRSARHLKDWALGLLP 
AtATERDJ3A   RLNCETESSLCKQLGIVPRRAPRMFVYSYTSSGKAT--LAEYTEELVAKKVKSFCQEHLP 
              :**:  .  *   *:    : : *     ..*        *. :  *: :..:.   :* 
 
CrPDI6       SR----------VSQITTDLSLR-QLLARCSGGSSSGSSGSSSKGKDRASWSACVMLVSA 
VcPDI6       SR----------VVRISDEKSLDKLLLAQCSG---------KSKGKDAAAWNVCVLLISN 
CvPDI6       KH----------IKTVNKQQHLA-DFLRQCTS----------GTGGGSSKWGVCALLLSD 
AtATERDJ3A   RFSKKIDLNTFDVSAVSSQKTPKVLLLSTKKDTPVIWR-VLSGLYNGRFVFYNTEVHDTS 
                         :  :. :      :*   ..          .   .   :    :  :  
 
CrPDI6       KSETPHLLRALSVAYAGKVAFGELRVGSGKGAGGALSAPMAHVASQLG------------ 
VcPDI6       KSETPALYRALSVAYGGKVAFGELNAAASSGK---AAAAAAAVAAKLG------------ 
CvPDI6       KSETSALYKSLALRYKGKIAFGEA------------LRSNAEISREF------------- 
AtATERDJ3A   DPKIQKLGVDKFPAIVGWLSNGEKQVLKTGITVKNLKSAVQELGKLLEGLEKKNKKVSSK 
             ..:   *         * :: **               .   :.  :              
 
CrPDI6       -VDVEAER-AAGKLPLLIT-----ICNGDLALVDR--------------YIGTLKSDSLA 
VcPDI6       -VDLAAEREGSGKLPLLLS-----ICNGDVAVAER--------------YGGQLKSEPLG 
CvPDI6       -------G--VSKYPTLLV-----ICGGNKDVVVK--------------YEGEMKSTKLS 
AtATERDJ3A   SQAGQAPNESSEKIPLLSRPNFDSICGENTPVCIIGAFRSSNGKEKLQSIMSKVSQKSLS 
                         * * *       **. :  :                   . :..  *. 
 
CrPDI6       RHLDTYAAGKKCAKQVRLDAGT--------DLGKFSAGQLKQLVKDKGLDCRGCTEKDDF 
VcPDI6       RHLESYAAGKKCAKAVRLDANT--------DLSGLSTRQLKDLLQAKGLECRGCAEKDEL 
CvPDI6       RFLNQFYSGKACAAAIKIDAAN--------DLSKMRVGQLKQILESRGEKCKECVEKADY 
AtATERDJ3A   RRQASTTGSQDTVSYSLLDATKQSAFLSSLDKSEFKTSSDKLLIAYKPRRGKFATFKGDM 
             *      ..:  .    :** .        * . : . . * ::  :    : .. * :  
 
CrPDI6       VRRLKDFIASGGAAGTR------------ 
VcPDI6       VRRLRDYVTSGV----------------- 
CvPDI6       VAKIRAVFGIGDTAQQPPHSEL------- 
AtATERDJ3A   TIEEVEKFVAAVLNGDIQFTKTRQKPQIK 
             . .    .  .                   
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