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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 (2m) (alternate splice products EU968864 and BT039744). The black bar
indicates the CDK8 kinase catalytic domain (cd07842).

HsCDKS8 MDYDFKV---KLSSERERVEDLFEYE-GCKVGRGTYGHVYKAKRKDGK-—--—-— DDKDYAL 51
AtCDKS8 MGDGSSSRSNSSNSTSEKPEWLQQYNLVGKIGEGTYGLVFLARTKTPP-————-— KRPIAT 54
ZmCDK8_EU MGDGR----—-- TGGANRPAWLQQYELIGKIGEGTYGLVFLARLKPPHPAPGRRGPPIAT 53
ZmCDK8_BT MGDGR--—-—-- TGGANRPAWLQQYELIGKIGEGTYGLVFLARLKPPHPAPGRRGPPIAT 53
* .. s * sk kek kkkk kg kg K * g
HsCDKS8 -——-KQIEGTGISMSACREIALLRELKHPNVISLQKVFLSHADRKVWLLFDYAEHDLWHI 107
AtCDK8 KKFKQSKDGDGVSPTAIREIMLLREISHENVVKLVNVHINFADMSLYLAFDYAEYDLYET 114
ZmCDK8_EU KKFKQSKEGDGVSPTAIREIMLLREINHENVVKLVNVHINHADMSLYLAFDYAEHDLYET 113
ZmCDK8_BT KKFKQSKEGDGVSPTAIREIMLLREINHENVVKLVNVHINHADMSLYLAFDYAEHDLYET 113
. sk kak sk kkk kkkks Kk kkg Kk sk, 3, kk _sek kkkkkgkkg 6 *
HsCDKS8 IKFHRASKANKKPVQLPRGMVKSLLYQILDGIHYLHANWVLHRDLKPANILVMGEGPERG 167
AtCDK8 IRHHRDKVG----HSLNTYTVKSLLWQLLNGLNYLHSNWITHRDLKPSNILVMGDAEEHG 170
ZmCDK8_EU IRHHREKLS----SSINPYTVKSLLWQLLNGLNYLHSNWITHRDLKPSNILVMGEGDEHG 169
ZmCDK8_BT IRHHREKLS----SSINPYTVKSLLWQLLNGLNYLHSNWITHRDLKPSNILVMGEGDEHG 169
ke kk e hhkkkkgkohakg *hkkohkgokhhrhhahhhkkks, Kok
HsCDKS8 RVKIADMGFARLFNSPLKPLADLDPVVVTFWYRAPELLLGARHYTKAIDIWAIGCIFAEL 227
AtCDK8 IVKIADFGLARIYQAPLKPLSDN-GVVVTIWYRAPELLLGSKHYTSAVDMWAVGCIFAEL 229
ZmCDK8_EU ITKIADFGLARIYQAPLKPLCDN-GVVVTIWYRAPELLLGGKHYTSAVDMWAVGCIFAEL 228
ZmCDK8_BT ITKIADFGLARIYQAPLKPLCDN-GVVVTIWYRAPELLLGGKHYTSAVDMWAVGCIFAEL 228
ckkkkgkskhksssakhhrhk K hkkkghhhhhkkhhhk  shkk kokohkshhhrhhhksk
HsCDKS8 LTSEPIFHCRQEDIKTSNPYHHDQLDRIFNVMGFPADKDWEDIKKMPEHSTLMKDFRRNT 287
AtCDK8 LTLKPLFQGAE-AKSSONPFQLDQLDKIFKILGHPTMDKWPTLVNLPHWQNDVQHIQAHK 288
ZmCDK8_EU LTLKPLFQGVE-AKNPPNPFQLDQLDKIFKVLGHPTVEKWPTLANLPWWQNDHQHIQGHK 287
ZmCDK8_BT LTLKPLFQGVE-AKNPPNPFQLDQLDKIFKVLGHPTVEKWPTLANLPWWQNDHQHIQGHK 287
*k gkgkg : . khkgg Khkkkgkkgook Ky L F A .. T. ..
HsCDKS8 YTNCSLIKYMEKHKVKPDSKAFHLLQKLLTMDPIKRITSEQAMQDPYFLEDPLPTSDVFA 347
AtCDK8 YDSVGLHN---VVHLNQKSPAYDLLSKMLEYDPLKRITASQALEHEYFRMDPLPGRNAFV 345
ZmCDK8_EU YENPGFHN---IVHLPPKSPAFDLLSKMLEYDPRKRITAAQALEHEYFRMDPLPGRN--- 341
ZmCDK8_BT YENPGFHN---IVHLPPKSPAFDLLSKMLEYDPRKRITAAQALEHETLVTRF-PDRWDRG 343
* . . e . Lk kg kk _ Kkek  kk kkkkg Kkkgs, . *
HsCDKS8 GCQI--———— = —— PYPKREFLTEEEPDDKGDKKNQQQQQGNNHTNGTGHPGNQ 391
AtCDK8 AS——————————— QPMEKNVNYPTRPVDTNTDFE--GTTS----INPPQAVAAGNVAGNM 388
ZmCDK8_EU ————- ALLPSQPG---EKIVQYPIRPVDTTTDFE--GTTS----LQPTQPPSGNAPPGGQ 387
ZmCDK8_BT TGTWYAILSDGPTTWTKRAFTIPARGENCTVSYS--SSRY--—-Y¥N-———————— e ——— 383
* * .
HsCDKS8 DSSHTQGPPLKKVRVVPPTTTSGGL-—————— IMTSDYQRSNPHAAYPNPGPSTSQPQSS 444
AtCDK8 AGAHGMGS----- RSMPRPMVAHNMQORMQQOSQGMMAYNFPAQAG---LNPSVPLQQO-ORG 439
ZmCDK8_EU SVARPMP————-—- ROMPQQPMVGGIPRVAGGVTMAAFNAASQAGMAGLNPGNMPMQ-RGA 440
ZmCDK8_ BT —————mm— RE—— e 385
*
HsCDKS8 MGYSA-—————————= TSQQPPQYSHQTHRY 464
AtCDK8 MAQPHQQQOQLRRKDPGMGMSGYAPPNKSRRL 470
ZmCDK8_EU GGQSHPHQLRRKADQGMGMQNPGYPQQKRRF 471

ZmCDK8_BT

------------------------------- 385
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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 MAGNFWQSSHYLOQWILDKQDLLKERQKDLKFLSEEEYWKLQIFFTNVIQALGEHLKLRQQ 60
AtCycCl;1 MAANFWNSSHYKQLLDPEEVDVVHDLDKERGISIDDFKLIKFHMSNHIMKLAQHIKVRQR 60
ZmCycC_BTO04 MAANFWTSSHCKQLLDPEDVDLVPAADRERGITPEEFRLIKIHMSFHIWRLAQQVKVRQR 60
ZmCycC_BT03 =  ————mmmmmmmmmm e MPYQY---KHLMISDIWRLAQQVKVRQR 25
HH : : * *,ossskghky
HsCycC VIATATVYFKRFYARYSLKSIDPVLMAPTCVFLASKVEEFGVVSNTRLIAAATSVLKTRF 120
AtCycCl;1 VVATAITYMRRVYIRKSMVEFEPRLVALTCLYLASKAEESIVQARNL--——-—-- VFYIKR 113
ZmCycC_BTO04 VVATAIAYFRRVYTRKSMSDYDPRLVAPTCLYLASKVEESTVQARLL--————-— VFYIKK 113
ZmCycC_BTO03 VVATAIAYFRRVYTRKSMSDYDPRLVAPTCLYLASKVEESTVQARLL--————-— VFYIKK 78
kekkk _Kkeek K* *x kg . ek kek kkhkgekhkkk x%k * s, * 3 H
HsCycC SYAFPKEFPYRMNHILECEFYLLELMDCCLIVYHPYRPLLQYVQODMGQEDM-LLPLAWRI 179
AtCycCl;1 LYP-DEYNKYELKDILGMEMKVLEALDYYLVVFHPYRSLSEFLQDAALNDVNMNQITWGI 172
ZmCycC_BTO04 MCGSDDKYRFEIKDILEMEMKLLEALDYYLVVFHPYRPLLQLLODAGITD--LTQFAWGL 171
ZmCycC_BTO03 MCGSDDKYRFEIKDILEMEMKLLEALDYYLVVFHPYRPLLQLLODAGITD--LTQFAWGL 136
. HIH A kg o ghk gk kgkghkkkk k3 gkd * : HE R
HsCycC VNDTYRTDLCLLYPPFMIALACLHVACVVQQKDARQWFAELSVDMEKILEII-——-————— 231
AtCycCl;1 VNDTYKMDLILVHPPYRIALACIYIASVHREKDITAWFEDLHEDMNLV---————————— 220
ZmCycC_BTO04 VNDTYKMDLILIYPPYMIALACIYIASVLKDKDTTAWFEELRVDMNIV--—————————— 219
ZmCycC_BTO03 VNDTYKMDLILIYPPYMIALACIYIASVLKDKDTTAWFEELRVDMNIVSSSIIGFPAIYS 196
khkkkkhg *k khgokhkkg *hkhkkhkkgssek * k% **% % * % g H
HsCycC = e RVILKLYEQWKNFDERKE----MATILSKMPKPKPPPNSEG 268
AtCycCl;1 ——mmmmmmmm KNIAMEILDFYENYRTITE-—-—- EKVNSAFSKLALKL--——-—-- 253
ZmCycC_BT04 = = -———--—mmm——mm KNISMEILDFYDTYKIDPQRGIPEDKISPVMNKLPAKA-—-————— 257
ZmCycC_BTO03 VLFSSPNSVTCNSQVKNISMEILDFYDTYKIDPQRGIPEDKISPVMNKLPAKA-—————— 249

*k ks s . . PR

HsCycC EQGPNGSQNSSYSQS 283
AtCycCl;1 = —mmmmmmmeeee o 253
ZmCycC_BT04 = = ————mmmmmmmm 257
ZmCycC_BT03 ~ = ————mmmmmmmmm 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: AtCycCl_1 36.99 100.00 66.93 63.89
3: ZmCycC_BT04 41.77 66.93 100.00 95.95
4: ZmCycC_BTO3 42.66 63.89 95.95 100.00

Alignment made with Clustal Omega http://www.ebi.ac.uk/Tools/msa/clustalo/



Figure S3. CLUSTAL O (1.2.1) multiple sequence alignment of Medl2 proteins from

Homo sapiens (Hs) (NP_005111), Arabidosis thaliana (At) (AB690341), and

Zea mays (Zm) (Medl2a=KP455660 and Medl12b=KP455661). Identical and conserved
residues corresponding to the Medl2 domain (pfam09497) are shaded in black and grey.

HsMedl2 = ———— e — MAAFGI-—--————————— LSYEHRPLK 15
AtMedl2 MQRYHAANCTSAVNNSAIGGASARDSGRADSSSIGNYSLNSRRPPPLTPYKLKCEKDG-L 59
ZmMedl2a —-—-—--MQRYAGF---SGSRDGA-RLEASPFSSSSSSGYPVSSRRQQQOLTPYKLKCDKDP-L 51
ZmMedl12b MHRYSSNSAGF---SGGRDGA-RLEASPFSSS-SSGYPVSSRRQQQLVPYKLKCDKDP-L 54
o o * P
HsMedl12 RPRLGPPDVYPQDPKQKEDELTALNVKQGFNNQPAVSGDEHGSAKNVS—----FNPAKISS 71
AtMedl2 NSRLGPPDFHPPTSNSPEENLTKEYVQFGYKETV--DGLKESEEIILSQVHTFSKP-VVH 116
ZmMedl2a NNKLGPPDFYPQTLNCPEETLTKDYVQYGYKETV--EGIEEAREIVISQIPYFCKPDVVI 109
ZmMed12b NNKLGPPDFYPQTPNCPEETLTKEYAQAGYKETV--EGIEEAREIVLSQIPYFCKPDAVI 112
. skEREK ok : *g k* .3 *ose [ Ha *
HsMedl12 NFSSIIAEKLRCNTLPDTGRRK-PQVN-————————— OKDNFWLVTARSQSAINTHFEFTD 120
AtMedl2 KCKEAVRKCLRAINESRALKRKAGQVYGVPLSGSLLCKPG-FPEQRSCGEETKKREIES 175
ZmMedl2a KCKEALKKRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDTRRKEVE 169
ZmMedl12b KCKEALKKRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDARRKEIE 172
HE I T HE L A : : H *
HsMedl12 AG-TIHPRTOMAKKVETIFSKKEEVEGYMAKY T L] CAYYAAIS 174
AtMedl2 SQQH, RSIADNIE-GYRRKTLEE VI RNN] T YLNQVRPSPAAISSGT 234
ZmMedl2a AQPN| RSESEHVERHGYRRKSLEEGEMIRYN| T YLNQA--RPAPNSTSV 227
ZmMed12b AQPN| RSESEHVHGYRRKSLEEGEMIRYN] T YLNQLQTRQTPNSISV 232
: L S I A s sk kg  kkgokkgkgkkgk
HsMedl2 VKKRHVDPFMEWTQIITKYLWEQLQKMAEY----YR-——————— PGPA-GSGGCGSTIGP 221
AtMedl2 PDKTQASRCEQWTKDVIEYLQYLLDELLSRNSSFPAQQTRDRSPOMLYTGSMQKNS—---P 291
ZmMedl2a -VASDNQRSNQWTKDVVEYLQQILDEVCSKEGAIVPPSFKEQSSPGLAAGTNQIKMKTES 286
ZmMed12b —AGSDNQRSNQWTKDVVEYLQHILDEFCSKEGAFVHPSFREQSSPGPTAGTNQIKMKTEA 291
. . skkg 3 gk *s. . * g
HsMedl12 L----PHDVEVAIRQWDYTEKLAMFMFQDGMLDRHEFLTWVLECFEKIRPGEDELLKLLL 277
AtMedl2 ASTSLYGEETSLHFKWWYMVRLLOQWHHAEGLLFPNLIVDWVLKLLQEK--EIFETILQLLL 349
ZmMedl2a SP-AGDSEEPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQER--DSDDVLELLL 343
ZmMedl12b SPAAGDIEEPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQER--DSVDVLELLL 349
: B Ha : HE A HE A A A A
HsMedl1l2 PLLLRYSGEFVQSAYLSRRLAYFCTRRLALQLDGVSSHSSHVISAQSTSTLPTTPAPQPP 337
AtMedl2 PIVYGVLESIVLSQTYVQSLVAIAVRFIQEPAPGGSDLVDN---———————————————— 390
ZmMedl2a PITILGLVDTITLSQTYVRMFVELLVRRLN-—--—————— VDR--———— = ——— 375
ZmMed12b PIMLGLVDTITLSQTYVRMFVELLVRRLNDA-——-—— SVVDS——————————————————— 385
Koo o * . o * .
HsMedl2 TSSTPSTPFSDLLMCPQHRPLVFGLSCILQTILLCCPSALVWHYSLTDSRIKTGSPLDHL 397
AtMedl2 --—--SRRAYT---———————— LSALIEMVRYLVLAAPDTFV--———————————— ASDFF 421
ZmMedl2a -—-—--PKRFSV--————————— SSVIAELLRYMVLAVPDTFV--———————————— SLDCF 406
ZmMed12b -——--PKGPSV--————————— SSVIAELLRYMVLAVPDTFI--—-——————————— SLDCF 416
: st sk, *osze * 3
HsMedl2 PIAPSNLPMPEGNSAFTQQ-——-———- VRAKLREIEQQIKERGQAVEVRWSFDKCQ——-—-— 445
AtMedl2 PLPPSVAACGPNDVSYTSKAYENLEKLRSNSAEISAQFQGRGV--LSRFEFLSFDYTIST 479
ZmMedl2a PFPSFVVPDVY—-——-—- GRG---ALLKITSG----- GGILCSKR--RDAYRYLSCGYAVSS 451
ZmMed12b PLPSFVVPDVY—-——-—- GRG---ALLKITSS-—--—-- GGISSSKR--CDAYRYLSCGYAVCS 461
* e o o . o o
HsMedl2 = @ —————————- EATAGFTIGRV---LHTLEVLDSHSFERSDFSNSLDSLCNRIFGLG---- 488
AtMedl2 TQRSADDLAKIASAGYPQHNVAKAVQALDKALSDGDIRAAYSYLFEDLCNGAVDEAWITD 539
ZmMedl2a TQKRAHDLAAVANPSLQARGAAKVVQALDKALVTGNLSVAYFSLFNDLSDALMEERWIKE 511
ZmMedl12b TQKRAYDLATVANPNLQARGAAKVVQALDIALVTGNLSVAYSSLFNDLSDTLMEERWIKE 521
* R . *
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HsMedl12
AtMedl2
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ZmMed12b

HsMedl2
AtMedl2
ZmMedl2a
ZmMedl12b

--PSKDG———-—-— HEISSDDDAVVSLLCEWAVSCKRSGRHRAMV—-—————————————— VA
VSPCLRSSLRWIGAISTSFVCSVFFLIEWATCDFRDFRAGVPKDIKFSGRKDCSQVYLVI
VNPCLQSSLMWIGTVELSLICSIFFLCEWATCDYRDCRASPSQNVKFTGRRDLSQIHMAV
VSPSLOSSLMWIGTVELSLICSIFFLCEWATCDYRDCRASPSRNVKFTGRRDLSQIHMAV

*, . HES . 3otk o kEkR *, * .
KLLEKRQAETEA-————————————————————— ERCGESEAADEKGSIASG-—==————
QOLLKQKILGGEFTARKG-—-—-————————— e ——— KNCRNNFLGVSKPS

SILKNKMDEMNNLSRPKSSTRITLNKVAKG-SLNDACLTAAAVDDSSGLRSNAKNVDEKK

SILKNKMDEMNNLSRSKSSTRVTLNNITKGSSLTDACLTAAAVDDTSGLQSNAKNVDEKK
ekoe o .

-SLS-APSAPIFQDVLLQFLDTQAPMLTDPRSESERVEFFNLVLLFCELIRHDVFSHNMY
GSMDAFESPGPLHDIIVCWIDQH---———--— EVHK-GGAKRLQLLVFELIRSGIFNPIAY
DTNDIFESPGPLHDIIVCWLDQH---———-— EVSNVAGFTRVDVLIAELIRNGIFFPQVY
DTNDIFESPGPLHDIIVCWLDQH---———-— EVSSVAGFTRVDVLIVELIRNGIFFPQAY

HEN * HEA S L . . L3 3R, KAk HA *
TCTLISRGDLAFGAPGPRPPSPFDDPADDPEHKEAEGSSSSK—-——————— L-————- ED
VRQLIVSGMIDVIQPA-—————————— VDPERRMRHHRILKQLPGCFVHETLEEAQLFGG
VRQLIISGITDKNDTM-—————————— LDVERKRRHHRTLKQLPGSSLFDVLEETRTAEE

VRQLIISGITDKNDTM-—————————— LDVERKRRHHRTLKQLPGSSLFDILEETRTVEE
** % * ke *

PGLSESMDIDPSSSV-LFEDME-———————————————— K-PDFSLFSPTMPCEGKGSPS
DKLSEAVRTYSNERRLLLRELLVEKGKYWNNLVLSDQKSKKISTSLSSVIFPRACNAKSN
QOQLYEMMSTYSSERRLVLSELSCGHSFYASGRGEYTS————=—=———— SSCI-RKQS-DLPV

QOLYEMMSTYSSERRLVLSELSCDHSFYASGRGEYTA-———————— SSCI-RKQS-DLPL
* x g s s *

PEKPDVEK---EVKPPPKEKIEGTLGVLYDQPRHV—-—————— QYATHF - =——=—=—————
SKGPRKHTKSSVDIRELKERISALLQFPG--MSCGVETPVRDEFQNSVKRSSGSVYSKMD
ASEGDKHGRVLEQVEDVKALLSSLLGFTYPPLVESKLC----EIKTSFQESVTSTLTQVE

ASGGDKHGRVPEQVEDVKALLSSLLGFTYPSPVESEPR----QIKTSFQESATSTLSQVE
. . * H : . .

-—--PIPQEESCSHECNQRLVV-——--- LFGVGK--QRDDARHAIKKITKDILKVLNR----
QPEATPGCEDCRRAKRPKMNDEKSSCYQGNSPIASDEEDNWWIKKGSKTVESSLKVDPQTI
TGEAKSGCEDCMRSKGQKLDDS-ATPFQGFPLIQSGEEDIWWVKKGTKLQ-ESFNVEPVQ
TGEAKSGCEVCMRSKGQKLDDT-ATPFQGFSLIQSDEEDIWWVRKGTKLQ-ESFNIEPVQ

* ok g HH * - HER .ot
——————— KGT----AETDQLAPIVPLNPGDLTFLGGEDGQKRR----—--RNRPEAFPTAE
EITKQVPRGRQKMARKTQSLAQL---QA---ARIEGSQGASTSHVCDNKVSCPHHGPGVE
KSVKQTSRGRAKVVRKTQSLAQL---AA---ARIEGSQGASTSHVCESKMSCPHHEPNND

KSVKQTSRGRAKVVRKTQSLAQL---AA---ARIEGSQGTSTSHVCESKMSCPHHKPNID
ok sk KKk g s s Kk * * s

———-DIFAKFQ-———————m——m— e HLSHYDQHQVTAQVS-—-RNVLEQ-—————————
GENQKVVDVFRTSTPVDMVSVGNSLKQLQFVDKRS IAVWLTTAVRQLVEEPQKS SVRVGQ
GDNVKDFDH---TRAANVTATIGKSLKRLRLLERRSVS SWLLKS IRQLVDGNGMTASKATN
GDNVKDFDH---TRVANLTEIGKSLKRLRLLERRSVS SWLLKTVRQLIEGNETTAAKATN

. . Ha HE S : *seze

————————————— ITSFALGMSYHLPLVQHVQFIFDLMEYSLSISGLIDFAIQLLNELSV

FN--RGAPVEEKNTIRWKLGADELY----SILFL---LDISLDLVSAVKFLLWLLPKANS
SISILPLQPDDKTASKWRLGDEELL----SVLYV---LDTCCDSVSGVKFLIWLLVKIR-
SISILSLQSDDKTTSKWRLGDEELL----SVLYL---LDTCCDLVSCARFLVWLLAKIRG
HE HEHH T . . . * o3 kR g
VEAELLLKSSD---LVGSYTTSLCLC----IVAVLRHYHACLILNQDQMAQVFEGLCGVV

TPSFAVQGGRNLVTVPRNVENNMCEIGEAILVSSLRRYENIL-LSADLVPEAMTALMNRA
GVGSSGQPGRTYM-LMRNRDHQVCQVNEALVFSSLLRYENIL-LATDILPDVLSALVNRN

GMGSSGQPGRSSM-HTRNRDHQVCQVSEALVFSSLLRYENIL-LAADILPDVLSALVNRN
ok e e Kk e% * * * o e e *
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K---HGMNRSDGSSAERCILAYLYDLYTSCSHLKNKFGELFSDFCSKVKNTIYCNVEPSE
ASLMSSNGKISGSAA-LVYTRYILKRYGSLPSV-VEWHNNFKATSEKK---LLSELDHTR
S--MSATTRHPGSTA-FAYVRYFLKKYRDVASV-AKWEKNFRTTCDQR---LLAELDNGR

S--VSAIVRHPGSTA-FAYVRYFLKKYRDVAGV-AKWEKSFRTTCDQR---LLAELDNGR
. * Kk ok * o * . .o . * . . o o

SNMRWAPEFMIDTLENPAAHTFTYTGLGKSLSENPANRYSFVCNALMHVCVGHHDPDRVN

S—-—---GNGEYGNPLGVPAG-———————————— VDNPDDY--LRK---KISIGGARPSRVG
S----IDGDLVSSSGILAG--—-—-—-———————— EEIDEQ---VRQ---KL---NGRSSRLV
S----IDGELISSSGVSAG--—-—-—-———————— EEIDEQ---VRQ---KL---NGRSSRLV
* . *, : : HEH HH sk

D--IAILC---AELTGYCKS—————————— e —— LSAEWLGVLKALCCSSNNGT

LSMRDVLQRHVEEATHYLK--KLIGTGTMKASLAEKNDDGYQVAQQIVVGLMDCIRQTGG
ONMKEIVQRQADGIQRSLKEKKVLAGAAPRNPLTFEKEDSYQIAHDIVLGLVECIRQONGG

ONMKEIVQRQADEIQRSLKEKKVLA--TPRNPPTFEKEDSYQIAHDIVSGLVECIRQONGG
e * * s *

CGFN-DLL-====—=———— CNVD—-———— VSDL-====—==——— SFHDS---LATFVAILIAR
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AtMedl12 SGTAAAQGKLKPTMLAPHQQQEADNTDVVDPW-TLLEDGTSSGLSSSNA————— SNSSDM
ZmMedl2a PT--NVSVRSK——-———— AALPSHDPETEVDPW-SLLEDGTNCPPSTASGSNGSSGVTGDH
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HsMedl2  —————mmmmmmee RY--—- 2177
AtMedl12 ANLRATCWLKGAVRVRRTDLTYVGSVDDDS 2235
ZmMedl2a 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
AtMedl2 20.01 100.00 46.02 46.04
ZmMedl2a 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/
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Figure S4. CLUSTAL O (1.2.1) multiple sequence alignment of Medl3 proteins from
Homo sapiens (Hs) (NP_005121), Arabidopsis thaliana (At) (Atlg55325.2), and

Zea mays (Zm) (KP455662). The positions of the Medl3 N- and C-terminal domains are
indicated with black lines.

Medl3 N-terminal domain (pfamll1597)
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ZmMedl3 = @ - MWTNIFKIGELQTVSWFQFLPIEPDASAASEKSSKVEQKDALNSIV 46
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ZmMed13 LSAYLHLQSEGFLSTWTNSFVGPWDPSQGEHNPDEKIKLWLFLPGCHSSVSEIAQPAVNK 106
ke, 2 . eos* % . * HEE AN : .
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AtMedl3 RG-QPTVEFIFAAT-EEAVFVHVIISAKNVRTLSSGDAERMLRSSLKNSSYRLPVIVSPH 222
ZmMed13 RA-QPTVEFVFAAT-EEAIFVHVVISARYVRNLCSDDIEKVLAHSPPSIGEGLPVVVAPS 224
- S H L . IR
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S : : Hak *kk ok
HsMedl1l3 DIPTPSPVGSTHCSSSCLGVHQVPASTRDPAMSSVTLTPPTSPEEVQTVDPQSVQKWVKE 348
AtMedl3d @ @ LQSAFAKF 348
ZmMedl3 = @ ———— VHQAFVRF 344
. ek
HsMedl13 SSVSDGFNSDSTSHHGGKIPRKLANHVVDRVWQ——-————-— ECNMNRAQ--—-———— NKRKY 394
AtMedl3 SLKRFWLONWIGPSLAGSSL--FMHWAGD---———————— FDCLGASENKSDGFYEKNGY 395
ZmMed13 SSKRMCLQGSLGSSSWEAWP--FWNFAPSSYFQNSSFLGSSCGLGVNSNYLRLRRKKNKC 402
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ZmMedl3 EGVVMDINILLSEFGDFSDFFQQEELDFGEPPGTAESHAL---VIPASDCGDVT--FTDS 548
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Medl3 C-terminal domain (pfam06333)
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-—---WKDCGGSRMTGSTHPRDG-—-——————— EIDVSLRTSGWDTSTSWQIPRSGGLSCD 1407
-—-—--WKECLVPRMSGPTLSRET-——-——————— DFDASMRSATWDN--SWQPARSGGL-LD 1389
HH L : . H * *
LEMVQTLPPHIKSTVSVQIIPCQYLLOQPV-————- KHEDREIYPQHLKSLAFSAFTQCRR 1724
PNRN---G--—-— DFYL-NDEIFYLFEPLFILSEPGSVERGVSPTFTS-—-—- LGSESSK 1453
PSKL---P-———-— DLCA-QDDRKYAFEPLFILADPGSADLNALMEPSK-——-—— SGADA-- 1433
L :

PLPTSTNVKTLTGFGPGLAMETALRSPDRPECIRLYAPPFILAPVKDKQTELG-ETFGEA 1783

PIPED----GGRGSGPGMNSMEGITSGSS———————————————m SQG----DVSQLE 1487
------------- SG---SRVYGSISGSN——-——-————————————-SDSGVSPLLDVSE 1459
* *

GOKYNVLFVGYCLSHDQRWILASCTDLYGELLETCIINIDVPNRARRKKSSARKFGLQKL 1843
GKAIPSLHCCYGWTEDWRWLVSIWTDARGELLDTHIFPFGGISSRODTKGL-QCLFVQVL 1546

SDSAASLHCCYGWTEDWRWLVCIWTDARGELLDSLIFPFGGISSRODTKVL-QSLFIQIL 1518
* * sk Kkkgs kk  kkkkgs kg o3 s L * s s 1k ox

WEWCL—-————- GLVQMSSLPWRVVIGRLGRIGHGELKD-=====—=—=——————— WSCLLSR 1882
QOGCQILQACSSPDNGSFKPRDFVITRIGNFFELEYQEWQKAIYSAGGPEIKKWPIQLRR 1606
Q0GCQIMS--SSPEASNMRPRDVIITRIGGFLELEIQEWQKAIYSYGGNEVKKWPVQLRR 1576

HE . . * L R * * %
RNLQSLSKRLK-—-————— DMCRMCGISAADSPSILSACLVAMEPQGSFVIMPDSVSTGSV 1935
SAPSGIATNSNGSSLQQQ---DLSLIQERAS--STSTLYSSHSKQSTFVKGS----MGQS 1657
SIPEGIPPSSNGPTLQQQOQQOODMALIQDRNMPSSPNPLYSPHP-KSSFMKGA----LGQS 1631

. * .k *
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AtMedl3
ZmMed13
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AtMedl3
ZmMed13
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ZmMed13

HsMedl1l3
AtMedl3
ZmMed13

HsMedl1l3
AtMedl3
ZmMed13

HsMedl1l3
AtMedl3
ZmMed13

HsMedl1l3
AtMedl3
ZmMed13

FGRSTTLNMQTSQLNTPQDT-SCTHILVFPTSASVQVASATYTTENLDLAFNPN---NDG 1991
AGRKQIMGGQ-TISGTPRGLFQWVHSISFA---SISLDHSLHFVLPAELVSAGG---GQS 1710

GNKKQILVEQ-SGMDTSRGSLHLVRSISLV---AVSQDHSLHLTCQADLLSRPASAGEGS 1687
. ek . * . e e . .. . . ek

ADGMGIFDLLDTGDDLDPDIINILPASPTGSPVHSPGSHYPHGGDAGKGQSTDRLLSTE- 2050
STGMSSVNYIEGFTPVK--SLGST--AFSYMMIPSPNMRFLHPSPLQL---PTCLTAESP 1763

QOGSSGPWSYLEGFTPVK--SIGSMSASHSYLLVPSPSMRYLSPATLQL---PTCLTSESP 1742
.. . . . . . k% .. * .

—--PHEEVPNILQQOPLALGYFVSTAKAGPLPDWFWSACPQAQYQCPLFLKASLHLHVPS-- 2106
PLAHLLHSKGYAIPLSTGFVVSKAVPSMRKDSR----INVKEEWPSVLSVSLIDYYGGYD 1819
PLAHLLHSKGTAIPLAMGYVVSKAVPPVRRDSA----QLTKDEQPSVLSVSIIDHYGGSS 1798

* . *kg kg kk ok * PO A .

VQSDELLHS———————— KHSHPL-—-—————— DSNQTSDVLRFVLEQYNALSWLTCDPATQ 2150
NAHDKILQGIVKQGGGTKE-———————— TRDFEVESHLILESIAAELHALSWMTVSPAYL 1870

GTVQEKMSR--GGGGGSKQARNLSQETTGRECEMEMHSVLEAVAAELHSLSWLTVSPVYT 1856
s s * . ek, s . skkk ek K

DRRSCLPIHFVVLNQLYNF I - = —MNML— = — = = = = — = — oo 2174
DRRTALPFHCDMVLRLRRLLHFADKEVSRIPDKTGLKVLTTDSGSQSLSMSLPRDHLDGI 1930
ERRTALPFHCDMVLRMRRLLHYADKYLSEPKGETTH - ————————————mmmm e 1892
ekkeo kkhkok oo Py Py . .

CFQHTDCNFLRCCSPFLSGHIRRDGEQVNGQIKTAAIYYGVSLFPGKIDNLNAMVWSHSC 1990
------------------------------------------------------------ 1892

----------- 2174
CRPLSSMHHMA 2001
----------- 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
AtMedl3
ZmMed13

100.00 22.49 20.33
22.49 100.00 49.37
20.33 49.37 100.00

Alignment made with Clustal Omega http://www.ebi.ac.uk/Tools/msa/clustalo/



Figure S5. CLUSTAL O (1.2.1) multiple sequence alignment of
Zea mays (Zm) ZmMedl2a (KP455660), ZmMedl2b (KP455661), and Sorghum bicolor (Sb)
SbMedl12 (XP_002466024) (Sb01g050280).

CLUSTAL O(1.2.1) multiple sequence alignment

ZmMedl2a —-——-MQORYAGFSGSRDGARLEASPFSSSSSSGYPVSSRROQOOLTPYKLKCDKDPLNNKLG 56
ZmMedl2b MHRYSSNSAGFSGGRDGARLEASPFSSS-SSGYPVSSRRQQQLVPYKLKCDKDPLNNKLG 59
SbMed12 MQORYAGNSAGFSSGRDAARSESSPFSSS—-SSGYPVSSRRQQQLAPYKLKCDKEALNNKLG 59

khkk kk kk keokkhkhkhkk khkhkhkkhkhkkhkhkkhkhkk dhkxkhkhkkhk kkkkk*x

ZmMedl2a PPDFYPQTLNCPEETLTKDYVQYGYKETVEGIEEAREIVISQIPYFCKPDVVIKCKEALK 116
ZmMedl2b PPDFYPQTPNCPEETLTKEYAQAGYKETVEGIEEAREIVLSQIPYFCKPDAVIKCKEALK 119
SbMed12 PPDFYPQTPNCPEETLTKEYAQAGYKETVEGIEEAREIVLSQIPYFCKPDAITIKCKEALK 119

khkhkdhhhd dhhdddhdhhohk % Fhhdhdddhddrdddhodhhdhdddrdd shdhdhrhdk

ZmMedl2a KRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDTRRKWVEALAQPNKRL 176

ZmMedl2b KRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDARRKWIEALAQPNKRL 179

SbMed12 KRLRAINESRAQKRKAGQVYGVPLSGSLLIKPGVYPEQRPCNEDARRKWAEALAQPNKRL 179
Khkkkhkhkhhhhkhhkhhkhhkkhhkhhkhhkkhhkhhkhhkkhkkk s hhhk *hkkhkkhr*

ZmMedl2a RSLSEHVPHGYRRKSLFEGLIRYNVPLLRATWFIKVTYLNQA--RPAPNSTSVVASDNQR 234

ZmMedl2b RSLSEHVPHGYRRKSLFEGLIRYNVPLLRATWFIKVTYLNQLQTRQTPNSISVAGSDNQR 239

SbMed12 RSLSEHVPHGYRRKSLFEGLIRYNVPLLRATWFIKVTYLNQLQTRQTPNSISVAASDNQR 239
Kkkhhkhkhhhkhhkhhkkhkkkhkhhkkkkkkhkkhkkkk k& * skkk Kkk, _ kkkkk

ZmMedl2a SNQWTKDVVEYLQQILDEVCSKEGAIVPPSFKEQSSPGLAAGTNQIKMKTESSP-AGDSE 293

ZmMedl2b SNQWTKDVVEYLQHILDEFCSKEGAFVHPSFREQSSPGPTAGTNQIKMKTEASPAAGDIE 299

SbMed12 SNQWTKDVVEYLQQILDEFCSKEGAVVPPSFREQSSPGLTAGTNQIKIKTEASPAAGDSE 299

khkhkdhhddhdhdhhohhhd dhhddhd % *dhkghdrrdk skkkkhkhkkohkkkoxk *kk X

ZmMedl2a EPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQERDSDDVLELLLPIILGLVDTI 353

ZmMedl2b EPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQERDSVDVLELLLPIMLGLVDTI 359

SbMed12 EPLVHFKWRYMVRLIQWHLTEELLVPSVLIEWLSNQLQERDSVDVFELLLPIMLGLVDTI 359
Khkkkhkhkhhkhkhhhkhhkhhhkhhkhhkhhkkhhkhhkhhhkhk Khhkghhhkhkghhkkhh*

ZmMedl2a TLSQTYVRMFVELLVRRLN-~---VDRPKRFSVSSVIAELLRYMVLAVPDTFVSLDCFPFP 409

ZmMedl2b TLSQTYVRMFVELLVRRLNDASVVDSPKGPSVSSVIAELLRYMVLAVPDTFISLDCFPLP 419

SbMed12 TLSQTYVRMFVELLVRRLNDASVADSPKRPSVSSVIAELLRYMVLAVPDTFVSLDCFPLP 419
Khkkhkhhkkhhkhkhhkhkdhkkk* Lk kk kkkkkkkkkkkhkkkhkhkhkhhkkk gk khhkokk gk

ZmMedl2a SFVVPDVYGRGALLKITSGGGILCSKRRDAYRYLSCGYAVSSIQKRAHDLAAVANPSLQA 469

ZmMedl2b SFVVPDVYGRGALLKITSSGGISSSKRCDAYRYLSCGYAVCSIQKRAYDLATVANPNLQA 479

SbMed12 SFVVPDVYGRGALLKITSGGGISSSKRRDAYRYLSCGYAVCSIQKRAYDLATVANPNLQA 479

khkhkdhhdhdhdhrdhrhd *dk JEFEX hhkkhkhkkhkhkhkhk hhkkhkhkkshkkhkokkhkk Khixk

ZmMedl2a RGAAKVVQALDKALVTGNLSVAYFSLFNDLSDALMEERWIKEVNPCLQSSLMWIGTVELS 529
ZmMedl2b RGAAKVVQALDIALVTGNLSVAYSSLFNDLSDTLMEERWIKEVSPSLQOSSLMWIGTVELS 539
SbMed12 RGAAKVVQALDKALVTGNLSVAYSSLFNDLSDALMEERWIKEVSPCLQSSLMWIGTVELS 539

khkhkhhhdhhd dhdhddhdbddrd dhdhdddhohhhdrbddhd % Fdxddrdhrddrirdk

ZmMedl2a LICSIFFLCEWATCDYRDCRASPSQNVKFTGRRDLSQIHMAVSILKNKMDEMNNLSRPKS 589

ZmMedl2b LICSIFFLCEWATCDYRDCRASPSRNVKFTGRRDLSQIHMAVSILKNKMDEMNNLSRSKS 599

SbMed12 LICSIFFLCEWATCDYRDCRASPSQNVKFTGRRDLSQIHIAVSILKNKMDEMNNLSRSKS 599
Khkkkhkhkhhhhkhhhkhhkhhkkhhkk shhhkkhhkhhkhhkghhkhhkkhkkhkkkhkk *%

ZmMedl2a STRITLNKVAKG-SLNDACLTAAAVDDSSGLRSNAKNVDEKKDTNDIFESPGPLHDIIVC 648

ZmMedl2b STRVTLNNITKGSSLTDACLTAAAVDDTSGLQOSNAKNVDEKKDTNDIFESPGPLHDIIVC 659

SbMed12 STRVTLNTITKGSSLTDACLTAATADDSSGLRSKAKNVDDKKDTNDIFESPGPLHDIIVC 659

khkokhkk seokk dhk Fhkhkdhkkho Fhghkhkkshohhhkdkhokhhhkhhkdhhhrdhrhhrhhk
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WLDQHEVSNVAGFTRVDVLIAELIRNGIFFPQVYVRQLIISGITDKNDTMLDVERKRRHH
WLDQHEVSSVAGFTRVDVLIVELIRNGIFFPQAYVRQLIISGITDKNDTMLDVERKRRHH
WLDQHEVSSVAGFTRVDLLIVELIRNGIFFPQAYVRQLIISGITDKNDTMLDVERKRRHH

khkhkdhhhd Fhhdddhhohd dhkddhhdhddhddr Fdxdddrdddrrdrrdrrdrrdhrbdrirdr

RTLKQLPGSSLFDVLEETRTAEEQQLYEMMSTYSSERRLVLSELSCGHSFYASGRGEYTS
RTLKQLPGSSLFDILEETRTVEEQQLYEMMSTYSSERRLVLSELSCDHSFYASGRGEYTA
RTLKQLPGSSLFDILEETRTAEEQQLYEMMSTYSSERRLVLSELSCGHSFYASGRGGYAA

khkhhhhdhdhhdhhohhhddhd dhddrdhrdhrdbdrbhrbddrrdbrrd dhdrddrdrd %2

SSCIRKQSDLPVASEGDKHGRVLEQVEDVKALLSSLLGFTYPPLVESKLCEIKTSFQESV
SSCIRKQSDLPLASGGDKHGRVPEQVEDVKALLSSLLGFTYPSPVESEPRQIKTSFQESA
SSCIRKQSDLPVASGGDKHGRAPEQVEDVKALLSSLLGFTYPPLVESEPGQIKTSYQESA

khkhkhhhdhdhdgrd dhkdhdkdh  Frrdhrddrddrdhrbdrx *kx e ckhkkkgkhk

TSTLTQVETGEAKSGCEDCMRSKGQKLDDSATPFQGFPLIQSGEEDIWWVKKGTKLQESF
TSTLSQVETGEAKSGCEVCMRSKGQKLDDTATPFQGFSLIQSDEEDIWWVRKGTKLQESF
TSTLSQVETGEAKSGCEDCMRFKGQKLDDSATPFQGFPLIQSDEEDIWWVRKGTKLQESF

khkhkohkhhhhdhrhhdrd dhkd dFhdkhdhdohhddrdd ddhddx *ddddrdhghhrddrhdk

NVEPVQKSVKQTSRGRAKVVRKTQSLAQLAAARIEGSQGASTSHVCESKMSCPHHEPNND
NIEPVQKSVKQTSRGRAKVVRKTQSLAQLAAARIEGSQGTSTSHVCESKMSCPHHKPNID
NIEPVQKSIKQTSRGRAKVVRKTQSLAQLAAARIEGSQGASTSHVCESKVSCPHHKPNID

keokhdhhhhohdhhhhdhhhhhdhbddhhdhdddhdbdrdddrbodhhdhdddddhordhhrhoddx *

GDNVKDFDHTRAANVTAIGKSLKRLRLLERRSVSSWLLKSIRQLVDGNGMTASKATNSIS
GDNVKDFDHTRVANLTEIGKSLKRLRLLERRSVSSWLLKTVRQLIEGNETTAAKATNSIS
GDNVKDFDHTRAANLTEIGKSLKRLRLLERRSVSSWLLKSVRQLVEGNEMTAAKATNSIS

khkhkdhhhhdhd *hok Fhhdhdddhdbdrhdhbdhdrdhhgsshhdhgdk kkhokhkhkkhkk

ILPLQPDDKTASKWRLGDEELLSVLYVLDTCCDSVSGVKFLIWLLVKIR-GVGSSGQPGR
ILSLQSDDKTTSKWRLGDEELLSVLYLLDTCCDLVSCARFLVWLLAKIRGGMGSSGQPGR
ILSLQPDDKTASKWRLGDEELLSVLYVLDTCCDLVSGARFLVWLLAKIRGGMGSSGQPGR

*k kk Fhkkkshkkhkhkkhkhkhkhkhkhkkhkhkkohkkhkhkkk k% eohkohkkk hkk kokkhkhkkhkhk

TYMLMRNRDHQVCQVNEALVFSSLLRYENILLATDILPDVLSALVNRNSMSATTRHPGST
SSMHTRNRDHQVCQVSEALVFSSLLRYENILLAADILPDVLSALVNRNSVSAIVRHPGST
SSMHTRNRDHQVCQVSEALVFSSLLRYENILLATDILPDVLSALVNRNSVSATVRHPGST

. * khkkhhhhhhdk dhdrdddrdhrdhrdbdhshhdddrdhrdhrdbdhdsdk s HKI X KKK

AFAYVRYFLKKYRDVASVAKWEKNFRTTCDQRLLAELDNGRSIDGDLVSSSGILAGEEID
AFAYVRYFLKKYRDVAGVAKWEKSFRTTCDQRLLAELDNGRSIDGELISSSGVSAGEEID
AFAYVRYFLKKYRDVSGVAKWEKSFRTTCDQRLLAELDNGRSIDGDLISSSGVSAGEEID

khkhkdhhhdhdhhdhrdhdhs Fdhdhdhdd dhdhdddrddrhbhrbddrhdhhohghhrsh kkkkk*x

EQVRQKLNGRSSRLVONMKEIVORQADGIQRSLKEKKVLAGAAPRNPLTFEKEDSYQIAH
EQVRQKLNGRSSRLVONMKEIVORQADEIQRSLKEKKVLA--TPRNPPTFEKEDSYQIAH
EQVRQKLNGKSSRLVONMKE IVORQADEVORSLKEKKVLA--APRNPPTFEKEDSYQIAH

khkhkdhhdhhohhrdhdrdbdrhdrbddrd shhrddrhdrdd chkkk dhkhkxkhkhkkhkhkkhkk

DIVLGLVECIRQNGGANPDGDLSIVASAVSAIVVNAGHMIAKHLDFAGGNYQGVNSVATS
DIVSGLVECIRQONGGANPDGDLSTVASAVSAIVANAGHVIAKHLDFAGGNYQGVNSVSNS
DIVSGLVDCIRQNGGANPDGDLSTVASAVSAIVVNAGHVIAKHLDFAGGNYQGVNSVSNS

khk Fhhkkokkhkhrhhkhhhhhhdd dhkdhdddhd dhkdkshdhhdhdddrdhrbhrhbdhx, *

LNFVRHTLLIHINSLCLLKETLGDRFSRAFEIALAVETSAAVTAAFAPPKMHRNQFQPSP
LNFVRHTLRVHINSLCLLKETLGDRFSRAFEIALAVETSGAVTAAFASPKMHRNQFQPSP
LNFVRHTLRVHINSLCLLKETLGDRFSRAFEIALAVETSAAVTAAFAPPKMHRNQFQPSP

khkkkkkk*k shkhkhhkhdhhhhhhhhhbhdhdhrdbhrdbddr Fdhddhdrd dhdrddrddrdd

EAHDAYGNHTSELSNSGKGFVGRTAKVSAAISALVVGAVVHGAVSLERMVATLKIKDGLD
EAHDAYGNHTSDLSNSGKGFVGRTAKVSAAVSALVVGAVVHGAVSLERMVAALKIKDGLD
EVHDAYGNHTSDLSNSGKGFVGRAAKVSAAVSALLVGAVVHGAVSLERMVAALKIKDGLD

kB kkkkhkhdkhhghhdhhhhdddrbodhhdhdhohdhhohhrbddrhdhbdddddrshdbhrhdr
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IMQLLRGLKSNTNGVSHPTGGFRIENSTEVSVHWFRILLGNCRTVYDGLIADILGDPYIT
ILOLLRGLKSSSNGVSRPTGTFRIEHSTDVLVHWFRVLLGNCRTVYDGLIADILGDSYIL
ILOLLRGLKSSTNGVSRPTGTFRIENSTEVSVHWFRILLGNCRTVYDGLIADILGDSYIL

keokhkhhhdhdh shkhhkohdhdk dhkdhd Fhok dhddkhohdddhdhrdhrhbdrhdrdrd *%g

ALSRLORMLPLTVIFPPAYSIFAMVLWRRYIFNCEDPQLYQSFSNAINDITRHQPFREIY
ALSRLQOMLPLSVIFPPAYSIFAMVLWRRYIFNREDPQLYQSLSNAISDITRHQPFREIC
ALSRLQOMLPLSVIFPPAYSIFAMVLWRRYIFNREDPQLYQSLSNAISDITRHQPFREIC

khkhkdhkoghdhhohhhhhdhhdhbddhdhrdbdhdrd dhdhdddkohhdhd Fhdrdrrdhxsk

FRNTHRLYNLLASDVGDSKFAAMLESHSPDRNSKILPFIPLRARLFLDAIIDCNTPTIQG
FRNTHRLYNLLASDVGDSEFAAMLETHSPDRNSKILPFIPLRARLFLDALIDCNTPTIQG
FRNTHRLYNLLASDVGDSEFAAMLESHSPDRNSKILPFIPLRARLFLDALIDCNTPTIQG

khkhdhhhddhhdhdhdrdhohddrddhohhdddrdbdrdhrbddrhdrbddrdbordhrbhridr

DGASEPCDPKDNELKLSERLMQLLDTLQPAKFHWQWVEMRLLLDEQALMEKVAAGKTTLE
DGASEPCDPKDNELKLSERLMQLLDTLQPAKFHWQWVEMRLLLDEQALMEKVAAGKTALE
DGASEPCDPKDNELKLSERLMQLLDTLQPAKFHWQWVEMRLLLDEQALMEKVAAGKTALE

khkhkdhhkdddhhdhdhddrddrbddrbddrhdhdddrddrdhrbdrrdrbddrdrrdhrbdhrsdk

SLRSLSPKAEGFALSDSEKGFTEVILSRLLARPDAAPLYSELVHLLGKLQESLVMDVKWI
SLRSLSPKAEGFTLSDSEKGFTEVILSRLLARPDAAPLYSEAVRLLGKLQESLVMDVKWI
SLRSLSPNAEGFALSDSEKGFTEVILSRLLARPDAAPLYSEVVHLLGKLQESLVMDVKWI

khkhkdhhkhohhdhghdhdhhhhhhbddhhdhbddrdbdrbhrdbdd dohdhdrddrdhrbhridr

LOGODATILGRRSTRQQLVHIAQRKGLSTKAQVWKPWGWSSLLSDAIPNKTAKRKLEVTSI
LOGODAILGRRSTRQQLVHIAQRKGLSTKAQVWKPWGWSSLLSDVIPNKTAKRKLEVTSI
LOGODATILGRRSTRQQLVHIAQRKGLSTKAQVWKPWGWSSLLSDVIANKAAKRKLEVTSI

khkhkdhhkdddhhdhdhdrdhrbdrbddrhdhdddrdbdrbhrbddrrddr % dhoxdhrddrhdk

EEGEVVDDTVDAKRTTKTPPHSVDRSFEGIRSINKYLTEKALAELVLPCIDRSSADIRGI
EEGEVVDDTVDAKRPSKTPPHSVDRSFEAIRSINKYLTEKALAELVLPCIDRSSADIRGI
EEGEVVDDTVDAKRPSKTPPHNVDRSFDAIRSINKYLTEKALAELVLPCIDRSSADIRGI

khkkikkkkhkkhkkhkhkk*k skhhkk dhkkhkho Fhkhkhkhkhkhhkhhkhkhrkhkhhkhhkhkrhkhkrbhrhhrhh

LSVDLTKQMGAISEHIKATIALNGAKQAGSVSSGNEVPSNKSSGRRGIRGGSPNIGRRAPV
LSVDLIKQMGTISEHIKAIARNGAKQAGSVPSGNEVPSSKSSGRKGIRGGSPNIGRRAPV
LSVDLIKQMGAISEHIKAIARNGAKQAGSVPLGNEVPSNKSSGRKGIRGGSPNIGRRAPV

khkhkdh Fhdkkshdhkdhhkhrdk *hkdkhhhkhk khkhkdhk Fhkhkdkkghdrdhrhhrbhrhhk

GNDPSPPSASALRAALWLRLQFIIRLLPVIMADRSMRHTLASAILGLLATRMIYEDADLP
GNDPSPPSASALRAALWLRLQFIIRLLPVIMADRSMROQTLASAILGLLATRMIYEDADLP
GNDPSPPSASALRAALWLRLOQFIIRLLPVIMADRSMROQTLASAILGLLATRMIYEDADLP

khkhhhdddrhdhrhdrdhrhdrbddrhdhdddrddrdhohddrrdrrddrdrrdhrbdrirdr

LPPTNATALRRDVDSLLEPPLDVLLDRPGESLFEKLLCVLHALLGSYKPSWLKSRSASRS
LPPTNATALRREVDSLLEPPLDVLLDRPGESLFERLLCVLHALLGSYKPSWLKSRSASRS
LPPTNANALRREMDSLLEPPLDVLLDRPGESLFERLLCVLHALLGSYKPSWLKSRSASRS

khkhdhk Fhhkhgohhhdbhhbddrbddhhdhdddrdhohddrbddrrdhbddrdrrdhrbhrirdr

SIKSQRDFSAFDNEAAEGLQSALDHMELPETIRRRIQAAMPLLPPSRRPCMQCQPPQLSL
TIRIQRDFSAFDNEAAEGLQSALDHMELPETIRRRIQAAMPLLPPSRHPSLQCQPPQLSL
TNRTQRDFSAFDNEAAEGLQSALDHMELPETIRRRIQAAMPLLPPSRHPSMQCQPPQLSL

H H khkhhhdddhdhrddrddrhhrbddrdhrddrbdrbdrbddrdh ok sxhdrhdrdsh

AALSPLOSSTSGVGPQQKSSCVSWVPTNVSVRSKAALPSHDPETEVDPWSLLEDGTNCPP
AALTPLOSSTSGVGPQQOKSCSASWVPTNVSGRSKAALPSHDPEMEVDPWNLLEDGTSCPS
AALTPLOSSTSGAGPQQKS-SVSWVPTNVSSRSKAALPSHDPEMEVDPWNLLEDGTSCPS

Kkkokhkkkkkhk hkhkkkk | hkkkkkhkhk kkkkkkhhhkhdx khkkk kkkkkk k%
STASGSNGSSGVTGDHANLKASSWLKGAVRVRRTELTYIGSVDDDS 2193
-TASGSHGASGVTGDHANLKACSWLKGAVRVRRTELTYIGSLDDDT 2202
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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

ZmMedl2a 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.
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