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Figure S1. CLUSTAL O (1.2.1) multiple sequence alignment of CDK8 proteins from  
Homo sapiens (Hs) (P49336), Arabidosis thaliana (At) (AAT36644), and  
Zea mays (Zm) (alternate splice products EU968864 and BT039744). The black bar 
indicates the CDK8 kinase catalytic domain (cd07842). 

 
 
HsCDK8         MDYDFKV---KLSSERERVEDLFEYE-GCKVGRGTYGHVYKAKRKDGK-----DDKDYAL 51 
AtCDK8         MGDGSSSRSNSSNSTSEKPEWLQQYNLVGKIGEGTYGLVFLARTKTPP------KRPIAI 54 
ZmCDK8_EU      MGDGR-------TGGANRPAWLQQYELIGKIGEGTYGLVFLARLKPPHPAPGRRGPPIAI 53 
ZmCDK8_BT      MGDGR-------TGGANRPAWLQQYELIGKIGEGTYGLVFLARLKPPHPAPGRRGPPIAI 53 
               *           ..  ::   * :*:   *:*.**** *: *: *             *: 
 
HsCDK8         ----KQIEGTGISMSACREIALLRELKHPNVISLQKVFLSHADRKVWLLFDYAEHDLWHI 107 
AtCDK8         KKFKQSKDGDGVSPTAIREIMLLREISHENVVKLVNVHINFADMSLYLAFDYAEYDLYEI 114 
ZmCDK8_EU      KKFKQSKEGDGVSPTAIREIMLLREINHENVVKLVNVHINHADMSLYLAFDYAEHDLYEI 113 
ZmCDK8_BT      KKFKQSKEGDGVSPTAIREIMLLREINHENVVKLVNVHINHADMSLYLAFDYAEHDLYEI 113 
                   :. :* *:* :* *** ****:.* **:.* :*.:..** .::* *****:**:.* 
 
HsCDK8         IKFHRASKANKKPVQLPRGMVKSLLYQILDGIHYLHANWVLHRDLKPANILVMGEGPERG 167 
AtCDK8         IRHHRDKVG----HSLNTYTVKSLLWQLLNGLNYLHSNWIIHRDLKPSNILVMGDAEEHG 170 
ZmCDK8_EU      IRHHREKLS----SSINPYTVKSLLWQLLNGLNYLHSNWIIHRDLKPSNILVMGEGDEHG 169 
ZmCDK8_BT      IRHHREKLS----SSINPYTVKSLLWQLLNGLNYLHSNWIIHRDLKPSNILVMGEGDEHG 169 
               *:.** . .     .:    *****:*:*:*:.***:**::******:******:. *:* 
 
HsCDK8         RVKIADMGFARLFNSPLKPLADLDPVVVTFWYRAPELLLGARHYTKAIDIWAIGCIFAEL 227 
AtCDK8         IVKIADFGLARIYQAPLKPLSDN-GVVVTIWYRAPELLLGSKHYTSAVDMWAVGCIFAEL 229 
ZmCDK8_EU      IIKIADFGLARIYQAPLKPLCDN-GVVVTIWYRAPELLLGGKHYTSAVDMWAVGCIFAEL 228 
ZmCDK8_BT      IIKIADFGLARIYQAPLKPLCDN-GVVVTIWYRAPELLLGGKHYTSAVDMWAVGCIFAEL 228 
                :****:*:**::::*****.*   ****:**********.:***.*:*:**:******* 
 
HsCDK8         LTSEPIFHCRQEDIKTSNPYHHDQLDRIFNVMGFPADKDWEDIKKMPEHSTLMKDFRRNT 287 
AtCDK8         LTLKPLFQGAE-AKSSQNPFQLDQLDKIFKILGHPTMDKWPTLVNLPHWQNDVQHIQAHK 288 
ZmCDK8_EU      LTLKPLFQGVE-AKNPPNPFQLDQLDKIFKVLGHPTVEKWPTLANLPWWQNDHQHIQGHK 287 
ZmCDK8_BT      LTLKPLFQGVE-AKNPPNPFQLDQLDKIFKVLGHPTVEKWPTLANLPWWQNDHQHIQGHK 287 
               ** :*:*:  :   .  **:: ****:**:::*.*: ..*  : ::*  ..  :.:: .. 
 
HsCDK8         YTNCSLIKYMEKHKVKPDSKAFHLLQKLLTMDPIKRITSEQAMQDPYFLEDPLPTSDVFA 347 
AtCDK8         YDSVGLHN---VVHLNQKSPAYDLLSKMLEYDPLKRITASQALEHEYFRMDPLPGRNAFV 345 
ZmCDK8_EU      YENPGFHN---IVHLPPKSPAFDLLSKMLEYDPRKRITAAQALEHEYFRMDPLPGRN--- 341 
ZmCDK8_BT      YENPGFHN---IVHLPPKSPAFDLLSKMLEYDPRKRITAAQALEHETLVTRF-PDRWDRG 343 
               * . .: :     ::  .* *:.**.*:*  ** ****: **::.  :     *       
 
HsCDK8         GCQI----------------PYPKREFLTEEEPDDKGDKKNQQQQQGNNHTNGTGHPGNQ 391 
AtCDK8         AS-----------QPMEKNVNYPTRPVDTNTDFE--GTTS----INPPQAVAAGNVAGNM 388 
ZmCDK8_EU      -----ALLPSQPG---EKIVQYPIRPVDTTTDFE--GTTS----LQPTQPPSGNAPPGGQ 387 
ZmCDK8_BT      TGTWYAILSDGPTTWTKRAFTIPARGENCTVSYS--SSRY----YN-------------- 383 
                                     * *      . .  .        :               
 
HsCDK8         DSSHTQGPPLKKVRVVPPTTTSGGL-------IMTSDYQRSNPHAAYPNPGPSTSQPQSS 444 
AtCDK8         AGAHGMGS-----RSMPRPMVAHNMQRMQQSQGMMAYNFPAQAG---LNPSVPLQQ-QRG 439 
ZmCDK8_EU      SVARPMP------RQMPQQPMVGGIPRVAGGVTMAAFNAASQAGMAGLNPGNMPMQ-RGA 440 
ZmCDK8_BT      -------------RF--------------------------------------------- 385 
                            *                                               
 
HsCDK8         MGYSA-----------TSQQPPQYSHQTHRY 464 
AtCDK8         MAQPHQQQQLRRKDPGMGMSGYAPPNKSRRL 470 
ZmCDK8_EU      GGQSHPHQLRRKADQGMGMQNPGYPQQKRRF 471 
ZmCDK8_BT      ------------------------------- 385 
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identical residues (*)   
highly conserved residues (same color) (:)  
semi-conserved residues (.) 
 
Colors: 
Red = Small and hydrophobic residues (AVFPMILW) 
Blue = Acidic residues  (DE) 
Magenta = Basic residues  (RK) 
Green = Hydroxyl + Amine  (STYHCNGQ) 
 
---------------------------------------------------- 
 
Percent Identity  Matrix - created by Clustal2.1  
 
     1: HsCDK8      100.00   39.59   43.39     43.73 
     2: AtCDK8       39.59  100.00   73.13     75.54 
     3: ZmCDK8_EU    43.39   73.13  100.00     90.64 
     4: ZmCDK8_BT    43.73   75.54   90.64    100.00 
 
---------------------------------------------------- 
 
Alignment made with Clustal Omega  http://www.ebi.ac.uk/Tools/msa/clustalo/ 
 



Figure S2. CLUSTAL O (1.2.1) multiple sequence alignment of CycC proteins from  
Homo sapiens (Hs) (P24863), Arabidosis thaliana (At) (BX833973), and  
Zea mays (Zm) (alternate splice products BT040922 and BT036293). The black bar indicates 
the Cyclin domain (cd00043). 
 
 
HsCycC           MAGNFWQSSHYLQWILDKQDLLKERQKDLKFLSEEEYWKLQIFFTNVIQALGEHLKLRQQ 60 
AtCycC1;1        MAANFWNSSHYKQLLDPEEVDVVHDLDKERGISIDDFKLIKFHMSNHIMKLAQHIKVRQR 60 
ZmCycC_BT04      MAANFWTSSHCKQLLDPEDVDLVPAADRERGITPEEFRLIKIHMSFHIWRLAQQVKVRQR 60 
ZmCycC_BT03      --------------------------------MPYQY---KHLMISDIWRLAQQVKVRQR 25 
                                                    ::   :  :   *  *.:::*:**: 
 
HsCycC           VIATATVYFKRFYARYSLKSIDPVLMAPTCVFLASKVEEFGVVSNTRLIAAATSVLKTRF 120 
AtCycC1;1        VVATAITYMRRVYIRKSMVEFEPRLVALTCLYLASKAEESIVQARNL-------VFYIKR 113 
ZmCycC_BT04      VVATAIAYFRRVYTRKSMSDYDPRLVAPTCLYLASKVEESTVQARLL-------VFYIKK 113 
ZmCycC_BT03      VVATAIAYFRRVYTRKSMSDYDPRLVAPTCLYLASKVEESTVQARLL-------VFYIKK 78 
                 *:*** .*::*.* * *: . :* *:* **::****.**  * :.         *:  :  
 
HsCycC           SYAFPKEFPYRMNHILECEFYLLELMDCCLIVYHPYRPLLQYVQDMGQEDM-LLPLAWRI 179 
AtCycC1;1        LYP-DEYNKYELKDILGMEMKVLEALDYYLVVFHPYRSLSEFLQDAALNDVNMNQITWGI 172 
ZmCycC_BT04      MCGSDDKYRFEIKDILEMEMKLLEALDYYLVVFHPYRPLLQLLQDAGITD--LTQFAWGL 171 
ZmCycC_BT03      MCGSDDKYRFEIKDILEMEMKLLEALDYYLVVFHPYRPLLQLLQDAGITD--LTQFAWGL 136 
                      .   :.::.**  *: :** :*  *:*:**** * : :** .  *  :  ::* : 
 
HsCycC           VNDTYRTDLCLLYPPFMIALACLHVACVVQQKDARQWFAELSVDMEKILEII-------- 231 
AtCycC1;1        VNDTYKMDLILVHPPYRIALACIYIASVHREKDITAWFEDLHEDMNLV------------ 220 
ZmCycC_BT04      VNDTYKMDLILIYPPYMIALACIYIASVLKDKDTTAWFEELRVDMNIV------------ 219 
ZmCycC_BT03      VNDTYKMDLILIYPPYMIALACIYIASVLKDKDTTAWFEELRVDMNIVSSSIIGFPAIYS 196 
                 *****: ** *::**: *****:::*.* ::**   ** :*  **: :             
 
HsCycC           -------------------RVILKLYEQWKNFDERKE----MATILSKMPKPKPPPNSEG 268 
AtCycC1;1        ---------------KNIAMEILDFYENYRTITE-----EKVNSAFSKLALKL------- 253 
ZmCycC_BT04      ---------------KNISMEILDFYDTYKIDPQRGIPEDKISPVMNKLPAKA------- 257 
ZmCycC_BT03      VLFSSPNSVTCNSQVKNISMEILDFYDTYKIDPQRGIPEDKISPVMNKLPAKA------- 249 
                                      **.:*: ::   :       :   :.*:            
 
HsCycC           EQGPNGSQNSSYSQS 283 
AtCycC1;1        --------------- 253 
ZmCycC_BT04      --------------- 257 
ZmCycC_BT03      --------------- 249 
 
identical residues (*)   
highly conserved residues (same color) (:)  
semi-conserved residues (.) 
 
Colors: 
Red = Small and hydrophobic residues (AVFPMILW) 
Blue = Acidic residues  (DE) 
Magenta = Basic residues  (RK) 
Green = Hydroxyl + Amine  (STYHCNGQ) 
 
--------------------------------------------------- 
 
Percent Identity  Matrix - created by Clustal2.1  
      
     1: HsCycC       100.00   36.99   41.77   42.66 
     2: AtCycC1_1     36.99  100.00   66.93   63.89 
     3: ZmCycC_BT04   41.77   66.93  100.00   95.95 
     4: ZmCycC_BT03   42.66   63.89   95.95  100.00 
 
--------------------------------------------------- 
 
Alignment made with Clustal Omega  http://www.ebi.ac.uk/Tools/msa/clustalo/ 
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Figure S3. CLUSTAL O (1.2.1) multiple sequence alignment of Med12 proteins from  
Homo sapiens (Hs) (NP_005111), Arabidosis thaliana (At) (AB690341), and  
Zea mays (Zm) (Med12a=KP455660 and Med12b=KP455661). Identical and conserved 
residues corresponding to the Med12 domain (pfam09497) are shaded in black and grey. 

 
HsMed12       ---------------------------------MAAFGI------------LSYEHRPLK 15 
AtMed12       MQRYHAANCTSAVNNSAIGGASARDSGRADSSSIGNYSLNSRRPPPLTPYKLKCEKDG-L 59 
ZmMed12a      ----MQRYAGF---SGSRDGA-RLEASPFSSSSSSGYPVSSRRQQQLTPYKLKCDKDP-L 51 
ZmMed12b      MHRYSSNSAGF---SGGRDGA-RLEASPFSSS-SSGYPVSSRRQQQLVPYKLKCDKDP-L 54 
                                                . : :            *. ::     
 
HsMed12       RPRLGPPDVYPQDPKQKEDELTALNVKQGFNNQPAVSGDEHGSAKNVS----FNPAKISS 71 
AtMed12       NSRLGPPDFHPPTSNSPEENLTKEYVQFGYKETV--DGLKESEEIILSQVHTFSKP-VVH 116 
ZmMed12a      NNKLGPPDFYPQTLNCPEETLTKDYVQYGYKETV--EGIEEAREIVISQIPYFCKPDVVI 109 
ZmMed12b      NNKLGPPDFYPQTPNCPEETLTKEYAQAGYKETV--EGIEEAREIVLSQIPYFCKPDAVI 112 
              . :*****.:*   :  *: **   .: *:::    .* :..    :*    *        
 
HsMed12       NFSSIIAEKLRCNTLPDTGRRK-PQVN----------QKDNFWLVTARSQSAINTWFTDL 120 
AtMed12       KCKEAVRKCLRAINESRALKRKAGQVYGVPLSGSLLCKPG-FPEQRSCGEETKKRWIESL 175 
ZmMed12a      KCKEALKKRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDTRRKWVEAL 169 
ZmMed12b      KCKEALKKRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDARRKWIEAL 172 
              : .. : : **. .   : :**  **           :   :       :.: . *.  * 
 
HsMed12       AG-TKPLTQLAKKVPIFSKKEEVFGYLAKYTVPVMRAAWLIKMTCAYYAAIS-----ETK 174 
AtMed12       SQQHKRLRSLADNIP-GYRRKTLFEVLIRNNVPLLRATWFIKVTYLNQVRPSPAAISSGT 234 
ZmMed12a      AQPNKRLRSLSEHVPHGYRRKSLFEGLIRYNVPLLRATWFIKVTYLNQA--RPAPNSTSV 227 
ZmMed12b      AQPNKRLRSLSEHVPHGYRRKSLFEGLIRYNVPLLRATWFIKVTYLNQLQTRQTPNSISV 232 
              :   * * .*:..:*   ::: :*  * : .**::**:*:**:*                 
 
HsMed12       VKKRHVDPFMEWTQIITKYLWEQLQKMAEY----YR--------PGPA-GSGGCGSTIGP 221 
AtMed12       PDKTQASRCEQWTKDVIEYLQYLLDELLSRNSSFPAQQTRDRSPQMLYTGSMQKNS---P 291 
ZmMed12a      -VASDNQRSNQWTKDVVEYLQQILDEVCSKEGAIVPPSFKEQSSPGLAAGTNQIKMKTES 286 
ZmMed12b      -AGSDNQRSNQWTKDVVEYLQHILDEFCSKEGAFVHPSFREQSSPGPTAGTNQIKMKTEA 291 
                  . .   :**: : :**   *::. .                    *:          
 
HsMed12       L----PHDVEVAIRQWDYTEKLAMFMFQDGMLDRHEFLTWVLECFEKIRPGEDELLKLLL 277 
AtMed12       ASTSLYGEETSLHFKWWYMVRLLQWHHAEGLLFPNLIVDWVLKLLQEK--EIFEILQLLL 349 
ZmMed12a      SP-AGDSEEPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQER--DSDDVLELLL 343 
ZmMed12b      SPAAGDIEEPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQER--DSVDVLELLL 349 
                     :      :* *  :*  :   : :*    :: *: : :::      ::*:*** 
 
HsMed12       PLLLRYSGEFVQSAYLSRRLAYFCTRRLALQLDGVSSHSSHVISAQSTSTLPTTPAPQPP 337 
AtMed12       PIVYGVLESIVLSQTYVQSLVAIAVRFIQEPAPGGSDLVDN------------------- 390 
ZmMed12a      PIILGLVDTITLSQTYVRMFVELLVRRLN---------VDR------------------- 375 
ZmMed12b      PIMLGLVDTITLSQTYVRMFVELLVRRLNDA-----SVVDS------------------- 385 
              *::      :. *    : :. : .* :           .                     
 
HsMed12       TSSTPSTPFSDLLMCPQHRPLVFGLSCILQTILLCCPSALVWHYSLTDSRIKTGSPLDHL 397 
AtMed12       ----SRRAYT-----------LSALIEMVRYLVLAAPDTFV--------------ASDFF 421 
ZmMed12a      ----PKRFSV-----------SSVIAELLRYMVLAVPDTFV--------------SLDCF 406 
ZmMed12b      ----PKGPSV-----------SSVIAELLRYMVLAVPDTFI--------------SLDCF 416 
                                      :  ::: ::*. *.:::                * : 
 
HsMed12       PIAPSNLPMPEGNSAFTQQ-------VRAKLREIEQQIKERGQAVEVRWSFDKCQ----- 445 
AtMed12       PLPPSVAACGPNDVSYTSKAYENLEKLRSNSAEISAQFQGRGV--LSRFEFLSFDYTIST 479 
ZmMed12a      PFPSFVVPDVY-----GRG---ALLKITSG-----GGILCSKR--RDAYRYLSCGYAVSS 451 
ZmMed12b      PLPSFVVPDVY-----GRG---ALLKITSS-----GGISSSKR--CDAYRYLSCGYAVCS 461 
              *:                        : :        :          : : .        
 
HsMed12       ----------EATAGFTIGRV---LHTLEVLDSHSFERSDFSNSLDSLCNRIFGLG---- 488 
AtMed12       IQRSADDLAKIASAGYPQHNVAKAVQALDKALSDGDIRAAYSYLFEDLCNGAVDEAWITD 539 
ZmMed12a      IQKRAHDLAAVANPSLQARGAAKVVQALDKALVTGNLSVAYFSLFNDLSDALMEERWIKE 511 
ZmMed12b      IQKRAYDLATVANPNLQARGAAKVVQALDIALVTGNLSVAYSSLFNDLSDTLMEERWIKE 521 
                         *.       .   :::*:     .     :   ::.*.:  .        
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HsMed12       --PSKDG-----HEISSDDDAVVSLLCEWAVSCKRSGRHRAMV---------------VA 526 
AtMed12       VSPCLRSSLRWIGAISTSFVCSVFFLIEWATCDFRDFRAGVPKDIKFSGRKDCSQVYLVI 599 
ZmMed12a      VNPCLQSSLMWIGTVELSLICSIFFLCEWATCDYRDCRASPSQNVKFTGRRDLSQIHMAV 571 
ZmMed12b      VSPSLQSSLMWIGTVELSLICSIFFLCEWATCDYRDCRASPSRNVKFTGRRDLSQIHMAV 581 
                *.  .       :. .  . : :* ***..  *. *                    .  
 
HsMed12       KLLEKRQAEIEA----------------------ERCGESEAADEKGSIASG-------- 556 
AtMed12       QLLKQKILGGEFTARKG-----------------------------KNCRNNFLGVSKPS 630 
ZmMed12a      SILKNKMDEMNNLSRPKSSTRITLNKVAKG-SLNDACLTAAAVDDSSGLRSNAKNVDEKK 630 
ZmMed12b      SILKNKMDEMNNLSRSKSSTRVTLNNITKGSSLTDACLTAAAVDDTSGLQSNAKNVDEKK 641 
              .:*:::    :                                       .          
 
HsMed12       -SLS-APSAPIFQDVLLQFLDTQAPMLTDPRSESERVEFFNLVLLFCELIRHDVFSHNMY 614 
AtMed12       GSMDAFESPGPLHDIIVCWIDQH--------EVHK-GGAKRLQLLVFELIRSGIFNPIAY 681 
ZmMed12a      DTNDIFESPGPLHDIIVCWLDQH--------EVSNVAGFTRVDVLIAELIRNGIFFPQVY 682 
ZmMed12b      DTNDIFESPGPLHDIIVCWLDQH--------EVSSVAGFTRVDVLIVELIRNGIFFPQAY 693 
               : .   *   ::*::: ::* :        .  .     .: :*. ****  :*    * 
 
HsMed12       TCTLISRGDLAFGAPGPRPPSPFDDPADDPEHKEAEGSSSSK---------L------ED 659 
AtMed12       VRQLIVSGMIDVIQPA-----------VDPERRMRHHRILKQLPGCFVHETLEEAQLFGG 730 
ZmMed12a      VRQLIISGITDKNDTM-----------LDVERKRRHHRTLKQLPGSSLFDVLEETRTAEE 731 
ZmMed12b      VRQLIISGITDKNDTM-----------LDVERKRRHHRTLKQLPGSSLFDILEETRTVEE 742 
              .  **  *                    * *::  .    .:         *         
 
HsMed12       PGLSESMDIDPSSSV-LFEDME-----------------K-PDFSLFSPTMPCEGKGSPS 700 
AtMed12       DKLSEAVRTYSNERRLLLRELLVEKGKYWNNLVLSDQKSKKISTSLSSVIFPRACNAKSN 790 
ZmMed12a      QQLYEMMSTYSSERRLVLSELSCGHSFYASGRGEYTS---------SSCI-RKQS-DLPV 780 
ZmMed12b      QQLYEMMSTYSSERRLVLSELSCDHSFYASGRGEYTA---------SSCI-RKQS-DLPL 791 
                * * :    ..   :: ::                          *             
 
HsMed12       PEKPDVEK---EVKPPPKEKIEGTLGVLYDQPRHV-------QYATHF------------ 738 
AtMed12       SKGPRKHTKSSVDIRELKERISALLQFPG--MSCGVETPVRDEFQNSVKRSSGSVYSKMD 848 
ZmMed12a      ASEGDKHGRVLEQVEDVKALLSSLLGFTYPPLVESKLC----EIKTSFQESVTSTLTQVE 836 
ZmMed12b      ASGGDKHGRVPEQVEDVKALLSSLLGFTYPSPVESEPR----QIKTSFQESATSTLSQVE 847 
               .    .          *  :.. * .               :  . .             
 
HsMed12       ---PIPQEESCSHECNQRLVV-----LFGVGK--QRDDARHAIKKITKDILKVLNR---- 784 
AtMed12       QPEATPGCEDCRRAKRPKMNDEKSSCYQGNSPIASDEEDNWWIKKGSKTVESSLKVDPQI 908 
ZmMed12a      TGEAKSGCEDCMRSKGQKLDDS-ATPFQGFPLIQSGEEDIWWVKKGTKLQ-ESFNVEPVQ 894 
ZmMed12b      TGEAKSGCEVCMRSKGQKLDDT-ATPFQGFSLIQSDEEDIWWVRKGTKLQ-ESFNIEPVQ 905 
                      * * :    ::         *     . ::    ::* :*   . ::      
 
HsMed12       -------KGT----AETDQLAPIVPLNPGDLTFLGGEDGQKRR------RNRPEAFPTAE 827 
AtMed12       EITKQVPRGRQKMARKTQSLAQL---QA---ARIEGSQGASTSHVCDNKVSCPHHGPGVE 962 
ZmMed12a      KSVKQTSRGRAKVVRKTQSLAQL---AA---ARIEGSQGASTSHVCESKMSCPHHEPNND 948 
ZmMed12b      KSVKQTSRGRAKVVRKTQSLAQL---AA---ARIEGSQGTSTSHVCESKMSCPHHKPNID 959 
                     :*      :*:.** :        : : *.:* .         . *.  *  : 
 
HsMed12       ----DIFAKFQ---------------HLSHYDQHQVTAQVS---RNVLEQ---------- 855 
AtMed12       GENQKVVDVFRTSTPVDMVSVGNSLKQLQFVDKRSIAVWLTTAVRQLVEEPQKSSVRVGQ 1022 
ZmMed12a      GDNVKDFDH---TRAANVTAIGKSLKRLRLLERRSVSSWLLKSIRQLVDGNGMTASKATN 1005 
ZmMed12b      GDNVKDFDH---TRVANLTEIGKSLKRLRLLERRSVSSWLLKTVRQLIEGNETTAAKATN 1016 
                  . .                   :*   :::.::  :    *::::            
 
HsMed12       -------------ITSFALGMSYHLPLVQHVQFIFDLMEYSLSISGLIDFAIQLLNELSV 902 
AtMed12       FN--RGAPVEEKNTIRWKLGADELY----SILFL---LDISLDLVSAVKFLLWLLPKANS 1073 
ZmMed12a      SISILPLQPDDKTASKWRLGDEELL----SVLYV---LDTCCDSVSGVKFLIWLLVKIR- 1057 
ZmMed12b      SISILSLQSDDKTTSKWRLGDEELL----SVLYL---LDTCCDLVSCARFLVWLLAKIRG 1069 
                              : ** .        : ::   :: . .  .   * : ** :    
 
HsMed12       VEAELLLKSSD---LVGSYTTSLCLC----IVAVLRHYHACLILNQDQMAQVFEGLCGVV 955 
AtMed12       TPSFAVQGGRNLVTVPRNVENNMCEIGEAILVSSLRRYENIL-LSADLVPEAMTALMNRA 1132 
ZmMed12a      GVGSSGQPGRTYM-LMRNRDHQVCQVNEALVFSSLLRYENIL-LATDILPDVLSALVNRN 1115 
ZmMed12b      GMGSSGQPGRSSM-HTRNRDHQVCQVSEALVFSSLLRYENIL-LAADILPDVLSALVNRN 1127 
                .     .        .   .:*      :.: * :*.  * *  * : :.: .*     
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HsMed12       K---HGMNRSDGSSAERCILAYLYDLYTSCSHLKNKFGELFSDFCSKVKNTIYCNVEPSE 1012 
AtMed12       ASLMSSNGKISGSAA-LVYTRYILKRYGSLPSV-VEWHNNFKATSEKK---LLSELDHTR 1187 
ZmMed12a      S--MSATTRHPGSTA-FAYVRYFLKKYRDVASV-AKWEKNFRTTCDQR---LLAELDNGR 1168 
ZmMed12b      S--VSAIVRHPGSTA-FAYVRYFLKKYRDVAGV-AKWEKSFRTTCDQR---LLAELDNGR 1180 
                   .  :  **:*      *: . * .   :  :: : *   ..:    : .:::  . 
 
HsMed12       SNMRWAPEFMIDTLENPAAHTFTYTGLGKSLSENPANRYSFVCNALMHVCVGHHDPDRVN 1072 
AtMed12       S----GNGEYGNPLGVPAG-------------VDNPDDY--LRK---KISIGGARPSRVG 1225 
ZmMed12a      S----IDGDLVSSSGILAG-------------EEIDEQ---VRQ---KL---NGRSSRLV 1202 
ZmMed12b      S----IDGELISSSGVSAG-------------EEIDEQ---VRQ---KL---NGRSSRLV 1214 
              *          .     *.              :  :    : :   ::       .*:  
 
HsMed12       D--IAILC---AELTGYCKS--------------------LSAEWLGVLKALCCSSNNGT 1107 
AtMed12       LSMRDVLQRHVEEATHYLK--KLIGTGTMKASLAEKNDDGYQVAQQIVVGLMDCIRQTGG 1283 
ZmMed12a      QNMKEIVQRQADGIQRSLKEKKVLAGAAPRNPLTFEKEDSYQIAHDIVLGLVECIRQNGG 1262 
ZmMed12b      QNMKEIVQRQADEIQRSLKEKKVLA--TPRNPPTFEKEDSYQIAHDIVSGLVECIRQNGG 1272 
                   ::           *                      .     *   : *  :.*  
 
HsMed12       CGFN-DLL----------CNVD-----VSDL----------SFHDS---LATFVAILIAR 1138 
AtMed12       AAQEGDPSLVSSAVSAIINSVGLSVARITDFSLGNIYQNHPSGVDSSNIARYILRIHITC 1343 
ZmMed12a      ANPDGDLSIVASAVSAIVVNAGHMIAKHLDFAGGN-YQGVNSVATSLNFVRHTLLIHINS 1321 
ZmMed12b      ANPDGDLSTVASAVSAIVANAGHVIAKHLDFAGGN-YQGVNSVSNSLNFVRHTLRVHINS 1331 
              .  : *             ..        *:          *   *       : : *   
 
HsMed12       QCLLLEDLIRCAAIPSLLNAACSEQDSEPGARLTCRILLHLFKTPQL-------NPC--Q 1189 
AtMed12       LCLLKEALGERQSRV--FEIALA---TES-----STALTGVFAPVKGSRGQHQLSPESYD 1393 
ZmMed12a      LCLLKETLGDRFSRA--FEIALA---VET-----SAAVTAAFAPPKMHRNQFQPSPEAHD 1371 
ZmMed12b      LCLLKETLGDRFSRA--FEIALA---VET-----SGAVTAAFASPKMHRNQFQPSPEAHD 1381 
               *** * *    :    :: * :    *      .  :   *   :        .*   : 
 
HsMed12       SDGNKPTVGIRSSCDRHLLAASQNRIVDGAVFAVLKAVFVLGDAELKG--SGFTVTGGTE 1247 
AtMed12       SNANNSTIDMSNGTGKMALS--RATKITAAVSALVIGSITHGVITLERIVGLLRLKDYLD 1451 
ZmMed12a      AYGNHTSEL--SNSGKGFVG--RTAKVSAAISALVVGAVVHGAVSLERMVATLKIKDGLD 1427 
ZmMed12b      AYGNHTSDL--SNSGKGFVG--RTAKVSAAVSALVVGAVVHGAVSLERMVAALKIKDGLD 1437 
              : .*. :    .   :  :.  :   : .*: *:: . .. *   *:   . : :.   : 
 
HsMed12       ELPEEE---GGGGSGGRRQGGRNISVETASLDVYAKYV--LRSICQQEWVGERCLKSLCE 1302 
AtMed12       FVQFVRRTKSSSNGSARSMGASKVE---SPIEVYVHWFRLLVGNCKTVSEG--LVLELVG 1506 
ZmMed12a      IMQLLRGLKSNTNGVSHPTGGFRIE---NSTEVSVHWFRILLGNCRTVYDG--LIADILG 1482 
ZmMed12b      ILQLLRGLKSSSNGVSRPTGTFRIE---HSTDVLVHWFRVLLGNCRTVYDG--LIADILG 1492 
               :   .   .   . .:  *  .:.      :* .::.  * . *:    *   : .:   
 
HsMed12       DSNDLQDPVLSSAQAQRLMQL-ICYPH-----------RLLDNEDGENPQRQRIKRILQN 1350 
AtMed12       ESS-----VVAISRMQRMLPLKLVFPPAYSIIAFVLWRPFVSNSNSNSSVHEDTHRLYQS 1561 
ZmMed12a      DPY-----IIALSRLQRMLPLTVIFPPAYSIFAMVLWRRYIFNC--------EDPQLYQS 1529 
ZmMed12b      DSY-----ILALSRLQQMLPLSVIFPPAYSIFAMVLWRRYIFNR--------EDPQLYQS 1539 
              :       ::: :: *::: * : :*              : *            :: *. 
 
HsMed12       LDQWTMRQSSLELQLMIKQTPNNEMNSLLENIAKATIEVFQQSAETGSSSGSTASNMPSS 1410 
AtMed12       LT--------MAFHDVIKHLPFRDVC------FRDTQGLYEL------------------ 1589 
ZmMed12a      FS--------NAINDITRHQPFREIY------FRNTHRLYNL------------------ 1557 
ZmMed12b      LS--------NAISDITRHQPFREIC------FRNTHRLYNL------------------ 1567 
              :           :  : :: * .::        : *  :::                    
 
HsMed12       SKTKPVLSSLERSGVWLVAPLIAKLPTSVQGHVLKAAGEELEKGQHLGSSSRKERDRQKQ 1470 
AtMed12       --------------------IVADSTDAEFASVFESHGL---------------DMHLKS 1614 
ZmMed12a      --------------------LASDVGDSKFAAMLESHSP---------------DRNSKI 1582 
ZmMed12b      --------------------LASDVGDSEFAAMLETHSP---------------DRNSKI 1592 
                                  : :.   :  . :::: .                  . *  
 
HsMed12       KSMSLLSQQPFLSLVLTCLKGQDEQREGLLTSLYSQVHQIVNNWRDDQYLDDCKPKQLMH 1530 
AtMed12       VAFAPLRARLFLNSLIDCKVPSSGY------------------SHEGVSEAKNRHQGN-- 1654 
ZmMed12a      LPFIPLRARLFLDAIIDCNTPTIQG--------------------DGASEP-CDPKDN-- 1619 
ZmMed12b      LPFIPLRARLFLDALIDCNTPTIQG--------------------DGASEP-CDPKDN-- 1629 
                :  *  : **. :: *                           :         :     
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HsMed12       EALKLRLNLVGGMFDTVQRSTQQTTEWAMLLLEIIISGTVDMQSNNELFTTVLDMLSVLI 1590 
AtMed12       -GTKLVDKL-VSVLDCLQ---PAKFHWQWVELRLLLNEQALAEKLENHDMPLTDAIRSSC 1709 
ZmMed12a      -ELKLSERL-MQLLDTLQ---PAKFHWQWVEMRLLLDEQALMEKVAAGKTTL-ESLRSLS 1673 
ZmMed12b      -ELKLSERL-MQLLDTLQ---PAKFHWQWVEMRLLLDEQALMEKVAAGKTAL-ESLRSLS 1683 
                 **  .*   ::* :*     . .*  : :.:::.  .  :.       : : :     
 
HsMed12       NGTLAADMSSISQGSMEENKRAYMNLAKKLQKELGERQSDSLEKVRQLLPLPKQTRDVIT 1650 
AtMed12       PTS--------EKPDASENEKNFIQIL---LTRL--------LVRPDAVPLFSEVVHLFG 1750 
ZmMed12a      PKA--------EGFALSDSEKGFTEVI---LSRL--------LARPDAAPLYSELVHLLG 1714 
ZmMed12b      PKA--------EGFTLSDSEKGFTEVI---LSRL--------LARPDAAPLYSEAVRLLG 1724 
                :        .    .:.:: : ::     ..*            :  ** .:   ::  
 
HsMed12       CEPQGSLIDTKGNKIAGFDSIFKKEGLQVSTKQKISPWDLFEGL--KPSAPLSWGWFGTV 1708 
AtMed12       RSVEDSMLKQAEWFLAGQDVLFGRKTI----RQKLIIVGESKGLPTKPQFWKPWGWCNSS 1806 
ZmMed12a      KLQ-ESLVMDVKWILQGQDAILGRRST----RQQLVHIAQRKGLSTKAQVWKPWGWSSLL 1769 
ZmMed12b      KLQ-ESLVMDVKWILQGQDAILGRRST----RQQLVHIAQRKGLSTKAQVWKPWGWSSLL 1779 
                   *::      : * * :: :.      :*::      :**  * .    ***     
 
HsMed12       RVDRRVARGEEQQRLLLYHTHLRPRP----RAYYLEPLPLPPEDEEPPAPTLLE-----P 1759 
AtMed12       SSDHITANKAGKKRKFEITS-IEEGEVIEEGSGSRKVLL--PRVLDENSP--SVGYGITT 1861 
ZmMed12a      SDA-I--PNKTAKRKLEVTS-IEEGEVVDDTVDAKRTTKTPPHSVDRSFEGIRSINKYLT 1825 
ZmMed12b      SDV-I--PNKTAKRKLEVTS-IEEGEVVDDTVDAKRPSKTPPHSVDRSFEAIRSINKYLT 1835 
                          :* :   : :.            .     *.  :               
 
HsMed12       EKKA--PEPPKTDKPGAAPP----------------STEERKKKSTKGKKRSQPATK--T 1799 
AtMed12       ERAFVQLVLPCIDQSSDESRSTFVNELVRQFSNIEQQLSSVTNRSTTSNKQMGTASSGSE 1921 
ZmMed12a      EKALAELVLPCIDRSSADIRGILSVDLTKQMGAISEHIKAIA---LNGAKQAGSVSSGNE 1882 
ZmMed12b      EKALAELVLPCIDRSSADIRGILSVDLIKQMGTISEHIKAIA---RNGAKQAGSVPSGNE 1892 
              *:       *  *: .                      .       .. *:   . .    
 
HsMed12       EDYGMGPGRSGPYG------VTVPPDLLHHPNPGSITHLNYRQGSIGLYTQNQPLPAGGP 1853 
AtMed12       ISSNKGSTRKGLRGGSPSLARRSSANTTDTSPPPSPAA---------------------L 1960 
ZmMed12a      VPSNKSSGRRGIRGGSPNIGRRAPVG--NDPSPPSASA---------------------L 1919 
ZmMed12b      VPSSKSSGRKGIRGGSPNIGRRAPVG--NDPSPPSASA---------------------L 1929 
                   .  * *  *              .   * * :                        
 
HsMed12       RVDPYRPVRLPMQKLPTR---PTY---PGVLPTTMTGVMGLEPSSYKTSVYRQQQPAVPQ 1907 
AtMed12       RASMSLRLQFLLRLLPVICGEPSFKNTRHALASTIVRLLGSR------VVYEDYAVC--- 2011 
ZmMed12a      RAALWLRLQFIIRLLPVIMADRSM---RHTLASAILGLLATR------MIYEDADLP--- 1967 
ZmMed12b      RAALWLRLQFIIRLLPVIMADRSM---RQTLASAILGLLATR------MIYEDADLP--- 1977 
              *.     ::: :: **.     :      .* :::  ::. .       :*.:        
 
HsMed12       GQRLRQQLQQSQGMLGQSSVHQMTPSSSYGLQTSQGYTPYVSHVGLQQHTGPAGTMVPPS 1967 
AtMed12       --------------------------------------------------------SPRS 2015 
ZmMed12a      --------------------------------------------------------LPPT 1971 
ZmMed12b      --------------------------------------------------------LPPT 1981 
                                                                       * : 
 
HsMed12       YSSQPYQSTHPSTNPTLVDPTRHLQQRPSGYVHQQAPTYGHGLTSTQRF--------SHQ 2019 
AtMed12       ELSK------AETESTIDP--SSMADLSSEVLFDRLLFVLHGLLSNHQPKWLKPRPSSN- 2066 
ZmMed12a      NATALR----RDVDSLLEPPLDVLLDRPGESLFEKLLCVLHALLGSYKPSWLKSRSASRS 2027 
ZmMed12b      NATALR----REVDSLLEPPLDVLLDRPGESLFERLLCVLHALLGSYKPSWLKSRSASRS 2037 
                :        ..:  :      : :  .  :.::     *.* .. :         *.  
 
HsMed12       TLQQTPMISTMTPMSAQGVQAGVRSTAILPEQQQQQQQQQQQQQQQQQQQQQQQQQQYHI 2079 
AtMed12       --ESSKDFTLFDRDAAESLQNELSRM-QLPDTIR-------------------------W 2098 
ZmMed12a      SIKSQRDFSAFDNEAAEGLQSALDHM-ELPETIR-------------------------R 2061 
ZmMed12b      TIRIQRDFSAFDNEAAEGLQSALDHM-ELPETIR-------------------------R 2071 
                .    :: :   :*:.:*  :     **:  :                           
 
HsMed12       RQQQQQQILRQQQQQQQQQQQQQQQQQQQQQQQQQQHQQQQQQQAAPPQPQPQSQPQFQR 2139 
AtMed12       RIQAAMPILLPSLRCSLSCQPHSVPPTA-------LTLVQPSGSTAAAGTNQRNSPAISK 2151 
ZmMed12a      RIQAAMPLLPPSRRPCMQCQPPQLSLAA-------LSPLQSSTSG--VGPQQKSSCVSWV 2112 
ZmMed12b      RIQAAMPLLPPSRHPSLQCQPPQLSLAA-------LTPLQSSTSG--VGPQQKSCSASWV 2122 
              * *    :*  . :   . *  .                * . .      : :.       
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HsMed12       QGLQQTQQQQQ-------------TAALVRQLQQQLSNTQPQPS---TNIFG-------- 2175 
AtMed12       SGTAAAQGKLKPTMLAPHQQQEADNTDVVDPW-TLLEDGTSSGLSSSNA-----SNSSDM 2205 
ZmMed12a      PT--NVSVRSK------AALPSHDPETEVDPW-SLLEDGTNCPPSTASGSNGSSGVTGDH 2163 
ZmMed12b      PT--NVSGRSK------AALPSHDPEMEVDPW-NLLEDGTSCPS-TASGSHGASGVTGDH 2172 
                   .. : :                 *      *.:         .             
 
HsMed12       ------------------------RY---- 2177 
AtMed12       ANLRATCWLKGAVRVRRTDLTYVGSVDDDS 2235 
ZmMed12a      ANLKASSWLKGAVRVRRTELTYIGSVDDDS 2193 
ZmMed12b      ANLKACSWLKGAVRVRRTELTYIGSLDDDT 2202 
 
identical residues (*)   
highly conserved residues (same color) (:)  
semi-conserved residues (.) 
 
Colors: 
Red = Small and hydrophobic residues (AVFPMILW) 
Blue = Acidic residues  (DE) 
Magenta = Basic residues  (RK) 
Green = Hydroxyl + Amine  (STYHCNGQ) 
 
------------------------------------------- 
 
Percent Identity  Matrix - created by Clustal 2.1  
 
HsMed12     100.00   20.01   19.42    19.86 
AtMed12      20.01  100.00   46.02    46.04 
ZmMed12a     19.42   46.02  100.00    91.14 
ZmMed12b     19.86   46.04   91.14   100.00 
 
------------------------------------------- 
 
Alignment made with Clustal Omega  http://www.ebi.ac.uk/Tools/msa/clustalo/ 
 



Figure S4. CLUSTAL O (1.2.1) multiple sequence alignment of Med13 proteins from  
Homo sapiens (Hs) (NP_005121), Arabidopsis thaliana (At) (At1g55325.2), and  
Zea mays (Zm) (KP455662). The positions of the Med13 N- and C-terminal domains are 
indicated with black lines. 

 
 
 
HsMed13      MSASFVPNGASLEDCHCNLFCLADLTGIKWKKYVWQGPTSAPILFPVT-------EEDPI 53 
AtMed13      --------------MWTNVFRIGGLHNVSWFQFLPSETELNPGFDRSSRAEQNEVATYLV 46 
ZmMed13      --------------MWTNIFKIGELQTVSWFQFLPIEPDASAASEKSSKVEQKDALNSIV 46 
                              *:* :. *  :.* :::             :           : 
 
HsMed13      LSSFSRCLK--------ADVLGVWRRDQR----PGRRELWIFWWGEDPSFADLIHH---D 98 
AtMed13      LSSHLRLQKEGFLTTWTNSFVGPWDPSQGLYNPDEKIKLWLFLPGRHSSISDKAQAAVSK 106 
ZmMed13      LSAYLHLQSEGFLSTWTNSFVGPWDPSQGEHNPDEKIKLWLFLPGCHSSVSEIAQPAVNK 106 
             **:. :  .         ..:* *  .*       : :**:*  * . *.::  :    . 
 
HsMed13      LSEEEDGVWEN-GLSYECRTLLFKAVHNLLERCLMNRNFVRIGKWFVKPYEKD--EKPIN 155 
AtMed13      LRVVASGIWVAPGDSEEISVAFSQSLRNCIERALSGISYMRFGDVFSKFSPQS--EEYLR 164 
ZmMed13      LRVASNGLWVAPGNSEEVAAALSQALRNSLERSLKGLSYARFGDVFTKYNPPTRNQNSFR 166 
             *    .*:*   * * *  . : ::::* :**.*   .: *:*. * *       :: :. 
 
HsMed13      KSEHLSCSFTFFLHGDSNVCTSVEINQHQPVYLLSEEHIT----LAQQSNSPFQVILCPF 211 
AtMed13      RG-QPTVEFIFAAT-EEAVFVHVIISAKNVRTLSSGDAERMLRSSLKNSSYRLPVIVSPH 222 
ZmMed13      RA-QPTVEFVFAAT-EEAIFVHVVISARYVRNLCSDDIEKVLAHSPPSIGEGLPVVVAPS 224 
             :. : : .* *    :. : . * *. :    * * :          .    : *::.*  
 
HsMed13      GLNGTLTGQAFKM-------SDSATKKLIGE---WKQFYP---------------ISCCL 246 
AtMed13      GMRGSLTGFCPNDLVKQVYFSSGNLKTSTGYVGLPSHIGRGSRLINGNHCYVEVTLGCCQ 282 
ZmMed13      GMLGRLVGCCPSDLVRQVYSSKSLTPNLPGFS------QPTVCQLRGQSYYVEVALGFPA 278 
             *: * *.* . .        *..   .  *                         :.    
 
HsMed13      KEMSEEKQEDMDW----EDDSL--------------AAVEVLVAGVRMIYPACFVLVPQS 288 
AtMed13      NRNDNTSQANSTFAVNLPHNQCPEPSVGSKDHRKG-QSDLSSVCEKKFIYPAEAVLVPI- 340 
ZmMed13      ASAKKVSEFEH-IHIKKELDPVKDAMVGSDGQRKVESPDGLPILERTFIYPPEAVLVPM- 336 
                .: .: :         :                      :    :***   ****   
 
HsMed13      DIPTPSPVGSTHCSSSCLGVHQVPASTRDPAMSSVTLTPPTSPEEVQTVDPQSVQKWVKF 348 
AtMed13      ----------------------------------------------------LQSAFAKF 348 
ZmMed13      ----------------------------------------------------VHQAFVRF 344 
                                                                   . :.:* 
 
HsMed13      SSVSDGFNSDSTSHHGGKIPRKLANHVVDRVWQ-------ECNMNRAQ-------NKRKY 394 
AtMed13      SLKRFWLQNWIGPSLAGSSL--FMHWAGD-----------FDCLGASENKSDGFYEKNGY 395 
ZmMed13      SSKRMCLQGSLGSSSWEAWP--FWNFAPSSYFQNSSFLGSSCGLGVNSNYLRLRRKKNKC 402 
             *     ::              : . . .              :   .       :*.   
 
HsMed13      SASSGG----LCEEATAAKVASWDFVEATQRTNCSCLRHKNLKSRNAGQQGQAPSLGQQQ 450 
AtMed13      NSSGSSRNSSISSTSSASSGSGWRMTSRTGDL-----------------DADADSLTCRQ 438 
ZmMed13      N----SMASSVSSVSSTS-DGSQRAVATEGDI-----------------VADADSMSCRQ 440 
             .    .    :.. ::::  ..   .                        .:* *:  :* 
 
HsMed13      QILPKHKTNEKQEKSEKPQKRPLTPFHHRV----------------SVSDDVGMDADSAS 494 
AtMed13      SGLTCND---DRL--KMGSKRPRTGMAESFGQVG--------IENDQIGWDWDADDDDDD 485 
ZmMed13      SDMPSNN---DTLGSKMVSKRPRSELTEVSSHTGKDVCENIQDPNGQVGHSWGWD----D 493 
             . :  ..   .    :  .*** : : .                  .:. .   *    . 
 
HsMed13      QRLVISAPDSQV---RFSNIRTNDVAKTPQMHGTEMANSPQPPPLSPHPCDVVDEGVTKT 551 
AtMed13      REVGMDIKALLSEFGDFGDFFENDALPFGEPPGTAESHVL---VFPPDSA---D--VGSS 537 
ZmMed13      EGVVMDINILLSEFGDFSDFFQQEELDFGEPPGTAESHAL---VIPASDCGDVT--FTDS 548 
             . : :.          *.::  ::     :  **  :.      :    .      . .: 
 
 
 

Med13 N-terminal domain (pfam11597) 
 



HsMed13      PSTPQSQHFYQMPTPDPLVPSKPMEDRIDSLSQSFPPQYQEAVEPTVYVGTAVNLEEDEA 611 
AtMed13      PVD--------------------------------------------------------- 540 
ZmMed13      PST--------------------------------------------------------- 551 
             *                                                            
 
HsMed13      NIAWKYYKFPKKKDVEFLPPQLPSDKFKDDPVGPFGQESVTSVTELMVQCKKPLKVSDEL 671 
AtMed13      -----------------------MMDVSDQIVLPVGFSSFESFN---------------- 561 
ZmMed13      -----------------------AMDIPEQRLSPVGFTTLDAFD---------------- 572 
                                      .. :: : *.*  :. :.                  
 
HsMed13      VQQYQIKNQCLSAIASDA----EQEPKIDPYAFVEGDEEFLFPDKKDRQNSEREAGKKHK 727 
AtMed13      -PVPPIIDECLIKSQEVLHSSITSVPSNQMSISSTGEFDHLLKAE---------AMMTFA 611 
ZmMed13      -HQIMAPAQDVVAKVQEPHNDTATPAQSHSQVLSSGRFDYLTKAE---------AKLTFA 622 
                     : :    .          . .      *  :.*   :         *  ..  
 
HsMed13      VEDGTSSVTVLSHEEDAMSLFSPSIKQDAPRPTSHAR--PPSTSLIYDSDLAVSYTDLDN 785 
AtMed13      PE--YGAVEAPMSE-ISSTFFKSPY-----LPKSHKVESSNSRTSNYVYGATPPTTDSDG 663 
ZmMed13      PE--YAAVEILIAE-APTPLFTNPY-----FPRSKKPGSSSFSARVYSYDVAQSSQ-IES 673 
              *   .:*     *     :*.         * *:        :  *    :      :  
 
HsMed13      LFNSDEDELTPGSKKSANGSD--------DKASCKESKTGNLDPL-SCISTADLHKMYPT 836 
AtMed13      ----AGDMILFGSKSCIGNNAGRTLYHSREHYTQVEGRKGRHDKLPTVISDN-----SST 714 
ZmMed13      ----TGDKPDKTSKLISGNHL--HDISSSNLYTLVQGGNKGSDKILKSTDT------QPS 721 
                   *     **               :  :  :. .   * : .  .         : 
 
HsMed13      PPSLEQHIMGFSPMNMNNKEYGSMDTTPGGTVLEGNSSSIGAQFKIEVDEGFCSPKPSEI 896 
AtMed13      KEGVSQSIHSKH----------------------------SAANAVKVVQGK---KTDGI 743 
ZmMed13      KGELSPPISGV------------------------------TSFNFSLVSQK---KSGNM 748 
                :.  * .                               :   ..: .     *   : 
 
HsMed13      KDFSYVY--KPENCQILVGCSMFAPLKTLPSQYLPPIKLPEECIYRQSWTVGKLELLSSG 954 
AtMed13      SAVVSTLLSSKTLLATDVGSVMFQAFMCRMRHIITSSKHSSPVSLTRLSGNFFLNQLSNE 803 
ZmMed13      FNAGYFLLSMKTALATEIECITFQAAMCRIRHTLLSLRSKASAEFNSATSSFIQTNVSNK 808 
                              : .  *        : :   :                  :*.  
 
HsMed13      PSMPFIKEGDGSNMDQEYGTAYTPQTHTSFGMPPSSAPPSNSGAGILPSPSTPRFPTPRT 1014 
AtMed13      PSTL---TDNISARNEIYKKDI----------PTR--IAGDFDGGMLDSHMSAPVGVWRT 848 
ZmMed13      -------------------------------------------SDLTPRSLMDNVGVWRP 825 
                                                        . :        . . *  
 
HsMed13      PRTPRTPRGAGGPASAQGSVKYENSDLYSPASTPSTCRPLNSVEPATVPSIPEAHSLYVN 1074 
AtMed13      VSVPKTAKPASSPNIEAGSSL--------PHSSFSEDSLLSYGQRQPLQDLLDGIALLVQ 900 
ZmMed13      VVTPKGPKSLESLS----------------ANTLTGASPSLSIQRQPVVDLLCAMTLLVQ 869 
               .*:  :   .                   .: :        :   : .:  . :* *: 
 
HsMed13      LILSESVMNLFKDCNFDSCCICVCNMNIKGADVGVYIPDPTQEAQYRCTCGFSAVMNRKF 1134 
AtMed13      Q------ATSFVDLALDSDCG--------DGPYGWLALEELWRR--ELSCGPSAG----- 939 
ZmMed13      Q------STSFVDMSLDMDDG--------DGSFFWLSLDEQKRR--GFSCDPSMV----- 908 
                     . * *  :*             .       :   .     :*  *        
 
HsMed13      GNNSGLFLEDELDIIGRNTDCGKEAEKRFEALRATSAEHVNGGLKESE-----KLSDDLI 1189 
AtMed13      -----------------HAGCGGTLA--------SCHSLDIAGVKLVDPLSAEVFPSSVI 974 
ZmMed13      -----------------HAGCGGLLG--------TCHSKDCAGVDLVDPLSAEVSEPSMI 943 
                              .: **            :. .   .*:.  :         .:* 
 
HsMed13      LLLQ-DQCTNLFSPFGAADQDPFPKSGVISNWVRVEERDCCNDCYLALEHGRQFMDNMSG 1248 
AtMed13      TLLQSDIKTALKSAFGQSDG-P----LSVTDWCKGRNQSGDG-----GSISEGFTAE--- 1021 
ZmMed13      SLLQSDIRVALKAAFANMDG-P----LSVIDWCRGRGNAAES-----AGTGDAYSFQYSS 993 
              *** *  . * : *.  *  *      : :* : . .            .  :  :    
 
HsMed13      GKVDEALVKSSCLHPWSKRNDVSMQCSQDILRMLLSLQPVLQDAIQKKRTVRPWGVQGPL 1308 
AtMed13      -S---------ALSEVSNAI----------------------DGGKGDETAQ-------- 1041 
ZmMed13      GD---------ILEPSSSLS----------------------IGGDSMSPPQPTSSNRGI 1022 
              .          *   *.                         . .     :         
 



HsMed13      TWQQFHKMAGRGSYGTDESPEPLPIPTFLLGYDYDYLVLSPFALPYWERLMLEPYGSQRD 1368 
AtMed13      --SQDI----YSSELLRPTLFVLPSPAILVGYQDDWLKISTNSLTHWEKAPFEPYALPKS 1095 
ZmMed13      SELEFQ----KGYHRVRPTIAVLPSPSMLVGYQDDWLKASVNSLKTWEKAPFEPYALPKP 1078 
                :       .      :   ** *::*:**: *:*  *  :*  **:  :***.  :  
 
HsMed13      IAYVVLCPENEALLNGAKSFFRDLTAIYESCRLGQHRPVSR----------LLTDGIMRV 1418 
AtMed13      INYAVVCPDIDPLTCAATDFFQQLGTVYETCRLGTHLPQSLGNQMEKDVGRLSSSGFVLL 1155 
ZmMed13      VTYYALCPDIDMLTSAVADFFMQLGTVYEVCKLGTHSPQNNGGQMELSPGKYLPSGLVLV 1138 
             : * .:**: : *  .. .** :* ::** *:** * * .              .*:: : 
 
HsMed13      GSTASKKLSEKLVAEWFSQAADGNNEAFSKLKLYA--QVCRYDLGPYLASL-------PL 1469 
AtMed13      DCPQSMKIE------------SNNTSLLGSLSDYFLSLSNGWNVNSYLKSLSKALKGLKL 1203 
ZmMed13      DCPEQLKKVR-----------CGHLGPISSTSDCLQAFSKHWSVKSFVTSISRILKDIKL 1187 
              .  . *                .   :.. .         :.:  :: *:        * 
 
HsMed13      DSSLLSQPN-----------LVAPTS----------------QSLITPPQMT------NT 1496 
AtMed13      GSGLYTNQKEGSGSPCVVVYIVCPFPDPSAVLRTIVESSIALGSVIQSDRDRRSILNSQV 1263 
ZmMed13      TSNISTNQKESSSGPCTVIYVVCPFPEPCAILQTLVECSVALGYVISSPERERKLLYSQV 1247 
              * : :: :           :*.*                    :*   .        :. 
 
HsMed13      GNANTPSATLASAASSTMTVTSGVAISTSVATANSTLTTASTSSSSSSNLNSGVSSNKLP 1556 
AtMed13      ARAFSSSTAVDEASISHIPVLSGFSVPKLVLQVVSVDS---------------IFRITSP 1308 
ZmMed13      AKALNSSASVDEASASNVVMLSGFSIPKLVLQIVTIET---------------VLRMDKP 1292 
             ..* . *::: .*: * : : **.:: . *    :  :               :     * 
 
HsMed13      SFPPFGSMNSNAAGSMSTQANTVQSGQLGGQQTSALQTAGISGESS---SLPTQPHPDVS 1613 
AtMed13      SFNELVILKDTAF-SVYNKARRISRGMP---NDAFFSSSL-PSRSS-SALTPMNSISGI- 1361 
ZmMed13      N-KELAVLKDIAF-TVYNKARRIPRAVS---TSDMFQSPTYLGRSQSTMMHVTSPAPTL- 1346 
             .   :  ::. *  :: .:*. :  .         :.:    ..*.       .    :  
 
 
 
HsMed13      ESTMDRDKVGIPTDGDSHAVTYPPAIVVYIIDPFTYENTDESTNSSSVWTLG---LLRCF 1670 
AtMed13      ----WKDCGGSRMTGSTHPRDG----------EIDVSLRTSGWDTSTSWQIPRSGGLSCD 1407 
ZmMed13      ----WKECLVPRMSGPTLSRET----------DFDASMRSATWDN--SWQPARSGGL-LD 1389 
                  ::       * :                :  .      :.   *       *    
 
HsMed13      LEMVQTLPPHIKSTVSVQIIPCQYLLQPV------KHEDREIYPQHLKSLAFSAFTQCRR 1724 
AtMed13      PNRN---G-----DFYL-NDEIFYLFEPLFILSEPGSVERGVSPTFTS-----LGSESSK 1453 
ZmMed13      PSKL---P-----DLCA-QDDRKYAFEPLFILADPGSADLNALMEPSK-----SGADA-- 1433 
              .            .        * ::*:         :        .       ::.   
 
HsMed13      PLPTSTNVKTLTGFGPGLAMETALRSPDRPECIRLYAPPFILAPVKDKQTELG-ETFGEA 1783 
AtMed13      PIPED----GGRGSGPGMNSMEGITSGSS------------------SQG----DVSQLE 1487 
ZmMed13      -------------SG---SRVYGSISGSN------------------SDSGVSPLLDVSE 1459 
                           *       .  * .                   .:            
 
HsMed13      GQKYNVLFVGYCLSHDQRWILASCTDLYGELLETCIINIDVPNRARRKKSSARKFGLQKL 1843 
AtMed13      GKAIPSLHCCYGWTEDWRWLVSIWTDARGELLDTHIFPFGGISSRQDTKGL-QCLFVQVL 1546 
ZmMed13      SDSAASLHCCYGWTEDWRWLVCIWTDARGELLDSLIFPFGGISSRQDTKVL-QSLFIQIL 1518 
             ..    *.  *  :.* **::.  **  ****:: *: :   .  : .*   : : :* * 
 
HsMed13      WEWCL------GLVQMSSLPWRVVIGRLGRIGHGELKD---------------WSCLLSR 1882 
AtMed13      QQGCQILQACSSPDNGSFKPRDFVITRIGNFFELEYQEWQKAIYSAGGPEIKKWPIQLRR 1606 
ZmMed13      QQGCQIMS--SSPEASNMRPRDVIITRIGGFLELEIQEWQKAIYSYGGNEVKKWPVQLRR 1576 
              : *       .    .  *  .:* *:* : . * ::               *   * * 
 
HsMed13      RNLQSLSKRLK-------DMCRMCGISAADSPSILSACLVAMEPQGSFVIMPDSVSTGSV 1935 
AtMed13      SAPSGIATNSNGSSLQQQ---DLSLIQERAS--STSTLYSSHSKQSTFVKGS----MGQS 1657 
ZmMed13      SIPEGIPPSSNGPTLQQQQQQDMALIQDRNMPSSPNPLYSPHP-KSSFMKGA----LGQS 1631 
                ..:    :           :. *.        .        :.:*:        *.  
 
 
 
 

Med13 C-terminal domain (pfam06333) 



HsMed13      FGRSTTLNMQTSQLNTPQDT-SCTHILVFPTSASVQVASATYTTENLDLAFNPN---NDG 1991 
AtMed13      AGRKQIMGGQ-TISGTPRGLFQWVHSISFA---SISLDHSLHFVLPAELVSAGG---GQS 1710 
ZmMed13      GNKKQILVEQ-SGMDTSRGSLHLVRSISLV---AVSQDHSLHLTCQADLLSRPASAGEGS 1687 
               :.  :  * :   * :     .: : :    ::.   : : .   :*          . 
 
HsMed13      ADGMGIFDLLDTGDDLDPDIINILPASPTGSPVHSPGSHYPHGGDAGKGQSTDRLLSTE- 2050 
AtMed13      STGMSSVNYIEGFTPVK--SLGST--AFSYMMIPSPNMRFLHPSPLQL---PTCLTAESP 1763 
ZmMed13      QGSSGPWSYLEGFTPVK--SIGSMSASHSYLLVPSPSMRYLSPATLQL---PTCLTSESP 1742 
               . .  . ::    :.   :     : :   : **  ::   .          * : .  
 
HsMed13      --PHEEVPNILQQPLALGYFVSTAKAGPLPDWFWSACPQAQYQCPLFLKASLHLHVPS-- 2106 
AtMed13      PLAHLLHSKGYAIPLSTGFVVSKAVPSMRKDSR----INVKEEWPSVLSVSLIDYYGGYD 1819 
ZmMed13      PLAHLLHSKGTAIPLAMGYVVSKAVPPVRRDSA----QLTKDEQPSVLSVSIIDHYGGSS 1798 
                *    :    **: *:.**.*      *        .: : * .*..*:  :  .   
 
HsMed13      VQSDELLHS--------KHSHPL--------DSNQTSDVLRFVLEQYNALSWLTCDPATQ 2150 
AtMed13      NAHDKILQGIVKQGGGTKE---------TRDFEVESHLILESIAAELHALSWMTVSPAYL 1870 
ZmMed13      GTVQEKMSR--GGGGGSKQARNLSQETTGRECEMEMHSVLEAVAAELHSLSWLTVSPVYT 1856 
                :: :          *.             . :   :*. :  : .:***:* .*.   
 
HsMed13      DRRSCLPIHFVVLNQLYNFI---MNML--------------------------------- 2174 
AtMed13      DRRTALPFHCDMVLRLRRLLHFADKEVSRIPDKTGLKVLTTDSGSQSLSMSLPRDHLDGI 1930 
ZmMed13      ERRTALPFHCDMVLRMRRLLHYADKYLSEPKGETTH------------------------ 1892 
             :**:.**:*  :: :: .::    : :                                  
 
HsMed13      ------------------------------------------------------------ 2174 
AtMed13      CFQHTDCNFLRCCSPFLSGHIRRDGEQVNGQIKTAAIYYGVSLFPGKIDNLNAMVWSHSC 1990 
ZmMed13      ------------------------------------------------------------ 1892 
                                                                          
 
HsMed13      ----------- 2174 
AtMed13      CRPLSSMHHMA 2001 
ZmMed13      ----------- 1892 
 
identical residues (*)   
highly conserved residues (same color) (:)  
semi-conserved residues (.) 
 
Colors: 
Red = Small and hydrophobic residues (AVFPMILW) 
Blue = Acidic residues  (DE) 
Magenta = Basic residues  (RK) 
Green = Hydroxyl + Amine  (STYHCNGQ) 
 
------------------------------------------- 
 
Percent Identity  Matrix - created by Clustal 2.1  
 
HsMed13     100.00   22.49   20.33 
AtMed13      22.49  100.00   49.37 
ZmMed13      20.33   49.37  100.00 
------------------------------------------- 
 
Alignment made with Clustal Omega  http://www.ebi.ac.uk/Tools/msa/clustalo/ 
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Figure S5. CLUSTAL O (1.2.1) multiple sequence alignment of  
Zea mays (Zm) ZmMed12a (KP455660), ZmMed12b (KP455661), and Sorghum bicolor (Sb) 
SbMed12 (XP_002466024) (Sb01g050280). 
 
CLUSTAL O(1.2.1) multiple sequence alignment 
 
ZmMed12a      ----MQRYAGFSGSRDGARLEASPFSSSSSSGYPVSSRRQQQLTPYKLKCDKDPLNNKLG 56 
ZmMed12b      MHRYSSNSAGFSGGRDGARLEASPFSSS-SSGYPVSSRRQQQLVPYKLKCDKDPLNNKLG 59 
SbMed12       MQRYAGNSAGFSSGRDAARSESSPFSSS-SSGYPVSSRRQQQLAPYKLKCDKEALNNKLG 59 
                    . ****..**.** *:****** **************.********: ****** 
 
ZmMed12a      PPDFYPQTLNCPEETLTKDYVQYGYKETVEGIEEAREIVISQIPYFCKPDVVIKCKEALK 116 
ZmMed12b      PPDFYPQTPNCPEETLTKEYAQAGYKETVEGIEEAREIVLSQIPYFCKPDAVIKCKEALK 119 
SbMed12       PPDFYPQTPNCPEETLTKEYAQAGYKETVEGIEEAREIVLSQIPYFCKPDAIIKCKEALK 119 
              ******** *********:*.* ****************:**********.:******** 
 
ZmMed12a      KRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDTRRKWVEALAQPNKRL 176 
ZmMed12b      KRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDARRKWIEALAQPNKRL 179 
SbMed12       KRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDARRKWAEALAQPNKRL 179 
              ********************************************:**** ********** 
 
ZmMed12a      RSLSEHVPHGYRRKSLFEGLIRYNVPLLRATWFIKVTYLNQA--RPAPNSTSVVASDNQR 234 
ZmMed12b      RSLSEHVPHGYRRKSLFEGLIRYNVPLLRATWFIKVTYLNQLQTRQTPNSISVAGSDNQR 239 
SbMed12       RSLSEHVPHGYRRKSLFEGLIRYNVPLLRATWFIKVTYLNQLQTRQTPNSISVAASDNQR 239 
              *****************************************   * :*** **..***** 
 
ZmMed12a      SNQWTKDVVEYLQQILDEVCSKEGAIVPPSFKEQSSPGLAAGTNQIKMKTESSP-AGDSE 293 
ZmMed12b      SNQWTKDVVEYLQHILDEFCSKEGAFVHPSFREQSSPGPTAGTNQIKMKTEASPAAGDIE 299 
SbMed12       SNQWTKDVVEYLQQILDEFCSKEGAVVPPSFREQSSPGLTAGTNQIKIKTEASPAAGDSE 299 
              *************:****.******.* ***:****** :*******:***:** *** * 
 
ZmMed12a      EPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQERDSDDVLELLLPIILGLVDTI 353 
ZmMed12b      EPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQERDSVDVLELLLPIMLGLVDTI 359 
SbMed12       EPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQERDSVDVFELLLPIMLGLVDTI 359 
              ****************************************** **:******:******* 
 
ZmMed12a      TLSQTYVRMFVELLVRRLN----VDRPKRFSVSSVIAELLRYMVLAVPDTFVSLDCFPFP 409 
ZmMed12b      TLSQTYVRMFVELLVRRLNDASVVDSPKGPSVSSVIAELLRYMVLAVPDTFISLDCFPLP 419 
SbMed12       TLSQTYVRMFVELLVRRLNDASVADSPKRPSVSSVIAELLRYMVLAVPDTFVSLDCFPLP 419 
              *******************    .* **  *********************:******:* 
 
ZmMed12a      SFVVPDVYGRGALLKITSGGGILCSKRRDAYRYLSCGYAVSSIQKRAHDLAAVANPSLQA 469 
ZmMed12b      SFVVPDVYGRGALLKITSSGGISSSKRCDAYRYLSCGYAVCSIQKRAYDLATVANPNLQA 479 
SbMed12       SFVVPDVYGRGALLKITSGGGISSSKRRDAYRYLSCGYAVCSIQKRAYDLATVANPNLQA 479 
              ******************.*** .*** ************.******:***:****.*** 
 
ZmMed12a      RGAAKVVQALDKALVTGNLSVAYFSLFNDLSDALMEERWIKEVNPCLQSSLMWIGTVELS 529 
ZmMed12b      RGAAKVVQALDIALVTGNLSVAYSSLFNDLSDTLMEERWIKEVSPSLQSSLMWIGTVELS 539 
SbMed12       RGAAKVVQALDKALVTGNLSVAYSSLFNDLSDALMEERWIKEVSPCLQSSLMWIGTVELS 539 
              *********** *********** ********:**********.*.************** 
 
ZmMed12a      LICSIFFLCEWATCDYRDCRASPSQNVKFTGRRDLSQIHMAVSILKNKMDEMNNLSRPKS 589 
ZmMed12b      LICSIFFLCEWATCDYRDCRASPSRNVKFTGRRDLSQIHMAVSILKNKMDEMNNLSRSKS 599 
SbMed12       LICSIFFLCEWATCDYRDCRASPSQNVKFTGRRDLSQIHIAVSILKNKMDEMNNLSRSKS 599 
              ************************:**************:***************** ** 
 
ZmMed12a      STRITLNKVAKG-SLNDACLTAAAVDDSSGLRSNAKNVDEKKDTNDIFESPGPLHDIIVC 648 
ZmMed12b      STRVTLNNITKGSSLTDACLTAAAVDDTSGLQSNAKNVDEKKDTNDIFESPGPLHDIIVC 659 
SbMed12       STRVTLNTITKGSSLTDACLTAATADDSSGLRSKAKNVDDKKDTNDIFESPGPLHDIIVC 659 
              ***:***.::** **.*******:.**:***:*:*****:******************** 
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ZmMed12a      WLDQHEVSNVAGFTRVDVLIAELIRNGIFFPQVYVRQLIISGITDKNDTMLDVERKRRHH 708 
ZmMed12b      WLDQHEVSSVAGFTRVDVLIVELIRNGIFFPQAYVRQLIISGITDKNDTMLDVERKRRHH 719 
SbMed12       WLDQHEVSSVAGFTRVDLLIVELIRNGIFFPQAYVRQLIISGITDKNDTMLDVERKRRHH 719 
              ********.********:**.***********.*************************** 
 
ZmMed12a      RTLKQLPGSSLFDVLEETRTAEEQQLYEMMSTYSSERRLVLSELSCGHSFYASGRGEYTS 768 
ZmMed12b      RTLKQLPGSSLFDILEETRTVEEQQLYEMMSTYSSERRLVLSELSCDHSFYASGRGEYTA 779 
SbMed12       RTLKQLPGSSLFDILEETRTAEEQQLYEMMSTYSSERRLVLSELSCGHSFYASGRGGYAA 779 
              *************:******.************************* ********* *:: 
 
ZmMed12a      SSCIRKQSDLPVASEGDKHGRVLEQVEDVKALLSSLLGFTYPPLVESKLCEIKTSFQESV 828 
ZmMed12b      SSCIRKQSDLPLASGGDKHGRVPEQVEDVKALLSSLLGFTYPSPVESEPRQIKTSFQESA 839 
SbMed12       SSCIRKQSDLPVASGGDKHGRAPEQVEDVKALLSSLLGFTYPPLVESEPGQIKTSYQESA 839 
              ***********:** ******. *******************  ***:  :****:***. 
 
ZmMed12a      TSTLTQVETGEAKSGCEDCMRSKGQKLDDSATPFQGFPLIQSGEEDIWWVKKGTKLQESF 888 
ZmMed12b      TSTLSQVETGEAKSGCEVCMRSKGQKLDDTATPFQGFSLIQSDEEDIWWVRKGTKLQESF 899 
SbMed12       TSTLSQVETGEAKSGCEDCMRFKGQKLDDSATPFQGFPLIQSDEEDIWWVRKGTKLQESF 899 
              ****:************ *** *******:******* **** *******:********* 
 
ZmMed12a      NVEPVQKSVKQTSRGRAKVVRKTQSLAQLAAARIEGSQGASTSHVCESKMSCPHHEPNND 948 
ZmMed12b      NIEPVQKSVKQTSRGRAKVVRKTQSLAQLAAARIEGSQGTSTSHVCESKMSCPHHKPNID 959 
SbMed12       NIEPVQKSIKQTSRGRAKVVRKTQSLAQLAAARIEGSQGASTSHVCESKVSCPHHKPNID 959 
              *:******:******************************:*********:*****:** * 
 
ZmMed12a      GDNVKDFDHTRAANVTAIGKSLKRLRLLERRSVSSWLLKSIRQLVDGNGMTASKATNSIS 1008 
ZmMed12b      GDNVKDFDHTRVANLTEIGKSLKRLRLLERRSVSSWLLKTVRQLIEGNETTAAKATNSIS 1019 
SbMed12       GDNVKDFDHTRAANLTEIGKSLKRLRLLERRSVSSWLLKSVRQLVEGNEMTAAKATNSIS 1019 
              ***********.**:* **********************::***::**  **:******* 
 
ZmMed12a      ILPLQPDDKTASKWRLGDEELLSVLYVLDTCCDSVSGVKFLIWLLVKIR-GVGSSGQPGR 1067 
ZmMed12b      ILSLQSDDKTTSKWRLGDEELLSVLYLLDTCCDLVSCARFLVWLLAKIRGGMGSSGQPGR 1079 
SbMed12       ILSLQPDDKTASKWRLGDEELLSVLYVLDTCCDLVSGARFLVWLLAKIRGGMGSSGQPGR 1079 
              ** ** ****:***************:****** ** .:**:***.*** *:******** 
 
ZmMed12a      TYMLMRNRDHQVCQVNEALVFSSLLRYENILLATDILPDVLSALVNRNSMSATTRHPGST 1127 
ZmMed12b      SSMHTRNRDHQVCQVSEALVFSSLLRYENILLAADILPDVLSALVNRNSVSAIVRHPGST 1139 
SbMed12       SSMHTRNRDHQVCQVSEALVFSSLLRYENILLATDILPDVLSALVNRNSVSATVRHPGST 1139 
              : *  **********.*****************:***************:** .****** 
 
ZmMed12a      AFAYVRYFLKKYRDVASVAKWEKNFRTTCDQRLLAELDNGRSIDGDLVSSSGILAGEEID 1187 
ZmMed12b      AFAYVRYFLKKYRDVAGVAKWEKSFRTTCDQRLLAELDNGRSIDGELISSSGVSAGEEID 1199 
SbMed12       AFAYVRYFLKKYRDVSGVAKWEKSFRTTCDQRLLAELDNGRSIDGDLISSSGVSAGEEID 1199 
              ***************:.******.*********************:*:****: ****** 
 
ZmMed12a      EQVRQKLNGRSSRLVQNMKEIVQRQADGIQRSLKEKKVLAGAAPRNPLTFEKEDSYQIAH 1247 
ZmMed12b      EQVRQKLNGRSSRLVQNMKEIVQRQADEIQRSLKEKKVLA--TPRNPPTFEKEDSYQIAH 1257 
SbMed12       EQVRQKLNGKSSRLVQNMKEIVQRQADEVQRSLKEKKVLA--APRNPPTFEKEDSYQIAH 1257 
              *********:***************** :***********  :**** ************ 
 
ZmMed12a      DIVLGLVECIRQNGGANPDGDLSIVASAVSAIVVNAGHMIAKHLDFAGGNYQGVNSVATS 1307 
ZmMed12b      DIVSGLVECIRQNGGANPDGDLSTVASAVSAIVANAGHVIAKHLDFAGGNYQGVNSVSNS 1317 
SbMed12       DIVSGLVDCIRQNGGANPDGDLSTVASAVSAIVVNAGHVIAKHLDFAGGNYQGVNSVSNS 1317 
              *** ***:*************** *********.****:******************:.* 
 
ZmMed12a      LNFVRHTLLIHINSLCLLKETLGDRFSRAFEIALAVETSAAVTAAFAPPKMHRNQFQPSP 1367 
ZmMed12b      LNFVRHTLRVHINSLCLLKETLGDRFSRAFEIALAVETSGAVTAAFASPKMHRNQFQPSP 1377 
SbMed12       LNFVRHTLRVHINSLCLLKETLGDRFSRAFEIALAVETSAAVTAAFAPPKMHRNQFQPSP 1377 
              ******** :*****************************.******* ************ 
 
ZmMed12a      EAHDAYGNHTSELSNSGKGFVGRTAKVSAAISALVVGAVVHGAVSLERMVATLKIKDGLD 1427 
ZmMed12b      EAHDAYGNHTSDLSNSGKGFVGRTAKVSAAVSALVVGAVVHGAVSLERMVAALKIKDGLD 1437 
SbMed12       EVHDAYGNHTSDLSNSGKGFVGRAAKVSAAVSALLVGAVVHGAVSLERMVAALKIKDGLD 1437 
              *.*********:***********:******:***:****************:******** 
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ZmMed12a      IMQLLRGLKSNTNGVSHPTGGFRIENSTEVSVHWFRILLGNCRTVYDGLIADILGDPYII 1487 
ZmMed12b      ILQLLRGLKSSSNGVSRPTGTFRIEHSTDVLVHWFRVLLGNCRTVYDGLIADILGDSYIL 1497 
SbMed12       ILQLLRGLKSSTNGVSRPTGTFRIENSTEVSVHWFRILLGNCRTVYDGLIADILGDSYIL 1497 
              *:********.:****:*** ****.**:* *****:******************* **: 
 
ZmMed12a      ALSRLQRMLPLTVIFPPAYSIFAMVLWRRYIFNCEDPQLYQSFSNAINDITRHQPFREIY 1547 
ZmMed12b      ALSRLQQMLPLSVIFPPAYSIFAMVLWRRYIFNREDPQLYQSLSNAISDITRHQPFREIC 1557 
SbMed12       ALSRLQQMLPLSVIFPPAYSIFAMVLWRRYIFNREDPQLYQSLSNAISDITRHQPFREIC 1557 
              ******:****:********************* ********:****.***********  
 
ZmMed12a      FRNTHRLYNLLASDVGDSKFAAMLESHSPDRNSKILPFIPLRARLFLDAIIDCNTPTIQG 1607 
ZmMed12b      FRNTHRLYNLLASDVGDSEFAAMLETHSPDRNSKILPFIPLRARLFLDALIDCNTPTIQG 1617 
SbMed12       FRNTHRLYNLLASDVGDSEFAAMLESHSPDRNSKILPFIPLRARLFLDALIDCNTPTIQG 1617 
              ******************:******:***********************:********** 
 
ZmMed12a      DGASEPCDPKDNELKLSERLMQLLDTLQPAKFHWQWVEMRLLLDEQALMEKVAAGKTTLE 1667 
ZmMed12b      DGASEPCDPKDNELKLSERLMQLLDTLQPAKFHWQWVEMRLLLDEQALMEKVAAGKTALE 1677 
SbMed12       DGASEPCDPKDNELKLSERLMQLLDTLQPAKFHWQWVEMRLLLDEQALMEKVAAGKTALE 1677 
              *********************************************************:** 
 
ZmMed12a      SLRSLSPKAEGFALSDSEKGFTEVILSRLLARPDAAPLYSELVHLLGKLQESLVMDVKWI 1727 
ZmMed12b      SLRSLSPKAEGFTLSDSEKGFTEVILSRLLARPDAAPLYSEAVRLLGKLQESLVMDVKWI 1737 
SbMed12       SLRSLSPNAEGFALSDSEKGFTEVILSRLLARPDAAPLYSEVVHLLGKLQESLVMDVKWI 1737 
              *******:****:**************************** *:**************** 
 
ZmMed12a      LQGQDAILGRRSTRQQLVHIAQRKGLSTKAQVWKPWGWSSLLSDAIPNKTAKRKLEVTSI 1787 
ZmMed12b      LQGQDAILGRRSTRQQLVHIAQRKGLSTKAQVWKPWGWSSLLSDVIPNKTAKRKLEVTSI 1797 
SbMed12       LQGQDAILGRRSTRQQLVHIAQRKGLSTKAQVWKPWGWSSLLSDVIANKAAKRKLEVTSI 1797 
              ********************************************.* **:********** 
 
ZmMed12a      EEGEVVDDTVDAKRTTKTPPHSVDRSFEGIRSINKYLTEKALAELVLPCIDRSSADIRGI 1847 
ZmMed12b      EEGEVVDDTVDAKRPSKTPPHSVDRSFEAIRSINKYLTEKALAELVLPCIDRSSADIRGI 1857 
SbMed12       EEGEVVDDTVDAKRPSKTPPHNVDRSFDAIRSINKYLTEKALAELVLPCIDRSSADIRGI 1857 
              ************** :*****.*****:.******************************* 
 
ZmMed12a      LSVDLTKQMGAISEHIKAIALNGAKQAGSVSSGNEVPSNKSSGRRGIRGGSPNIGRRAPV 1907 
ZmMed12b      LSVDLIKQMGTISEHIKAIARNGAKQAGSVPSGNEVPSSKSSGRKGIRGGSPNIGRRAPV 1917 
SbMed12       LSVDLIKQMGAISEHIKAIARNGAKQAGSVPLGNEVPSNKSSGRKGIRGGSPNIGRRAPV 1917 
              ***** ****:********* *********  ******.*****:*************** 
 
ZmMed12a      GNDPSPPSASALRAALWLRLQFIIRLLPVIMADRSMRHTLASAILGLLATRMIYEDADLP 1967 
ZmMed12b      GNDPSPPSASALRAALWLRLQFIIRLLPVIMADRSMRQTLASAILGLLATRMIYEDADLP 1977 
SbMed12       GNDPSPPSASALRAALWLRLQFIIRLLPVIMADRSMRQTLASAILGLLATRMIYEDADLP 1977 
              *************************************:********************** 
 
ZmMed12a      LPPTNATALRRDVDSLLEPPLDVLLDRPGESLFEKLLCVLHALLGSYKPSWLKSRSASRS 2027 
ZmMed12b      LPPTNATALRREVDSLLEPPLDVLLDRPGESLFERLLCVLHALLGSYKPSWLKSRSASRS 2037 
SbMed12       LPPTNANALRREMDSLLEPPLDVLLDRPGESLFERLLCVLHALLGSYKPSWLKSRSASRS 2037 
              ******.****::*********************:************************* 
 
ZmMed12a      SIKSQRDFSAFDNEAAEGLQSALDHMELPETIRRRIQAAMPLLPPSRRPCMQCQPPQLSL 2087 
ZmMed12b      TIRIQRDFSAFDNEAAEGLQSALDHMELPETIRRRIQAAMPLLPPSRHPSLQCQPPQLSL 2097 
SbMed12       TNRTQRDFSAFDNEAAEGLQSALDHMELPETIRRRIQAAMPLLPPSRHPSMQCQPPQLSL 2097 
              : : *******************************************:*.:********* 
 
ZmMed12a      AALSPLQSSTSGVGPQQKSSCVSWVPTNVSVRSKAALPSHDPETEVDPWSLLEDGTNCPP 2147 
ZmMed12b      AALTPLQSSTSGVGPQQKSCSASWVPTNVSGRSKAALPSHDPEMEVDPWNLLEDGTSCPS 2157 
SbMed12       AALTPLQSSTSGAGPQQKS-SVSWVPTNVSSRSKAALPSHDPEMEVDPWNLLEDGTSCPS 2156 
              ***:********.****** ..******** ************ *****.******.**  
 
ZmMed12a      STASGSNGSSGVTGDHANLKASSWLKGAVRVRRTELTYIGSVDDDS 2193 
ZmMed12b      -TASGSHGASGVTGDHANLKACSWLKGAVRVRRTELTYIGSLDDDT 2202 
SbMed12       -TTSGSNGASGVTGDHANLKACSWLKGAVRVRRTELTYIGSLDDDS 2201 
               *:***.*:************.*******************:***:	
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identical residues (*)   
highly conserved residues (same color) (:)  
semi-conserved residues (.) 
 
Colors: 
Red = Small and hydrophobic residues (AVFPMILW) 
Blue = Acidic residues  (DE) 
Magenta = Basic residues  (RK) 
Green = Hydroxyl + Amine  (STYHCNGQ) 
 
------------------------------------------- 
 
Percent Identity  Matrix - created by Clustal 2.1  
 
ZmMed12a             100.00   91.14   91.73 
ZmMed12b              91.14  100.00   95.23 
SbMed12       91.73   95.23  100.00 
------------------------------------------- 
 
Alignment made with Clustal Omega  http://www.ebi.ac.uk/Tools/msa/clustalo/ 
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Figure S6. Scatterplot of tissue-specific expression in log2-FPKM+1 for pairwise 
combinations of the different members of the CDK8 module. The red dashed lines 
represent the linear regressions, and r the corresponding Pearson correlation coefficients 
for each pair of genes (p value for each r in parentheses). The solid black lines represent 
the one-to-one expression ratio for any given gene pair. Tissue samples are the same as 
shown in Figure 3.


