GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

--MWTNVFRIGGLHNVSWFQFLPSETELNPGFDRSSRAEQNEVATYLVLSSHLRLQKEGF

MTAAANWVANGASLEDCHSNLFSLAELTGIKWRRYNFGGHGDCGPIISAPAQDDPILLSF
- % * . P— .. . . *

LTTWITNSFVGPWDPSQGLYNPDEKIKLWLFLPGRHSSISDKAQAAVSKLRVVASGIWVAP

IRCLQANLLCVWRR————DVKPDCKELWIFWWGDEPNLVG———VIHHELQVVEEGLWEN—
* o akk.k k. . ckokk  kok

GDSEEISVAFSQSLRNCIERALSGISYMRFGDVFSKFSPQSEE-——-—-—-—-—-—————— YLRR

GLSYECRTLLFKAIHNLLERCLMDKNFVRIGKWFVRPYEKDEKPVNKSEHLSCAFTFFLH
* ok k5 sk kR ok cokok X H

GQP-———————————————— TVEFIFAATEEAVFVHVIISAKNVRTLSSGDAERMLRSSL

GESNVCTSVEIAQHQPIYLINEEHIHMAQSSPAPFQVLVSPYGLNGTLTGQAYKMSDPAT
* - * Kk ok k. ek . ckak ok

KNSSYRLPAFRKCLGLAKSEDNRLCYINTSHRPMLFPPVIVSPHGMRG--SLTGFCPNDL
RKLIEEWQYFYPMVLKKKEESKEEDELGYDDDFPVAVEVIVGGVRMVYPSAFVLISQNDI

* : * ok o HES : *kk * P
VKQVYFSSGNLKTSTGYVGLP-—-—-——-———=——=—————=————— SHIGRGSRLINGNHCYVEV
PVPQSVASAGGHIAVGQQGLGSVKDPSNCGMPLTPPTSPEQAILGESGGMQSAASHLVSQ

LR 4 * %

TLGCCQNRN-DNTSQANSTFAVNLPHNQCPEPSVGSKDHRKGQSDLSSVCEKKFIYPAEA
DGGMITMHSPKRSGKIPPKLHNHMVHRVWKECILNRTQSKRSQMSTPTLEEEPASNPATW
* H .. R L S S **
VLVPILQSAFAKFSLKRAGDFDCLGASEN---KSDGFYEKNGYNSSGSSRNSSISSTS--

DFVDPTQRVSCSCSRHKLLKRCAVGPNRPPTVSQPGFSAGPSSSSSLPPPASSKHKTAER
i * L. % 1 . Lk .. kK LoukR o kR ke

———————————————————————————— SASSGSGWRMTSRTGDLDADADSLTCRQSGLT
QEKGDKLQKRPLIPFHHRPSVAEELCMEQDTPGQKLGLAGIDSSLEVSSSRKYDKQMAVP
. % .. . .

v* ccccc *
CNDDRLKMGSK--=-==————————————— RPRTGMAESFG--QVGIENDQIGWDWDADDD
SRNTSKQMNLNPMDSPHSPISPLPPTLSPQPRGQETESLDPPSVPVNPALYGNGLELQQL
.k s kK s kK. LI *

DDDREVGMDIKALLSEFGDFGDFFENDALPFGEPPGTAESHVLVFPPDSADVGSSP-—---

STLDDRTVLVGQRLPLMAEVSETALYCGIRPSNPESSEKWWHSYRLPPSDDAEFRPPELQ
. . . % o . * ok k| *

————————— VDMMDVSDQIVLPVGFSSFESFNPVPPIIDECLIKSQEVLHSSITSVP--S

GERCDAKMEVNSESTALQRLLAQPNKRFKIWQDKQPQLQOPLHFLDPLPLSQQPGDSLGEV
* . .k -k d o .. * .. . *

NQOMSISSTGEFDHLLKAEAMMTFAPEYGAVEAPMSEISSTFFKSPYLPKSHKVESSNSRT
NDPYTFEDGDIKYIFTANKKCKQGTEKDSLKKNKSEDGFGTKDVTTPGHSTPVPDGKNAM

*: R ... R ** .. L
SNYVYGATPPTTDSDGAG----- DMILFGSKSCIGNNAGRTLYHSREHYTQVEGRKGRHD
SIFSSATKTDVRQDNAAGRAGSSSLTQVTDLAPSLHDLDNIFDNSDDDELGAVSPALRSS
L R I .t .. HE S - .. *
KLPTVISDNS === === mm e e e e e STKEGVSQSIHSKHSAANAVK
KMPAVGTEDRPLGKDGRAAVPYPPTVADLQRMFPTPPSLEQHPAFSPVMNYKDGISSETV
*okok oo R ST I
VVQGKKTDGISAVVSTLLSSKTLLATD-—--——-———=——=——————————————=— VGSVMFQA

TALGMMESPMVSMVSTQLTEFKMEVEDGLGSPKPEEIKDFSYVHKVPSFQPFVGSSMFAP
* . ckkk k. . *kk Kk

58

118
112

165
172

208
232

266
292

306
352

365
412

420
472

452
532

492
592

548
652

597
712

657
772

712
832

743
892

778
952



GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

GCT
Hs MED13

FMCRMRHIITSSKHSSPVSLTR---—-—-————------— LSGNFFLNQLSNEPSTLTDNISAR
LKMLPSHCLLPLKIPDACLFRPSWAIPPKIEQLPMPPAATFIRDGYNNVPSVGSLADPDY
. * - * .. Lk kK

NEIYKKDIPTRIAGDFDGGMLDS-HMSAPVGVWRTVSVPKTAKPASSPNIEAGSS-----
LNTPQMNTPVTLNSAAPASNSGAGVLPSPATPRFSVPTPRTPRTPRTPRGGGTASGQGSV

HAN A R
———————— LPHSSFSEDSLLSYGQRQPLQDLLDGIALLVQQATS------FVDLALDSDC
KYDSTDQGSPASTPSTTRPLNSVEPATMQPIPEAHSLYVTLILSDSVMNIFKDRNFDSCC
* k. % * . ik .. ek * * % skk ok
GDGP-—-—-—=-—-- YGWLALEELWRRELSCGP----- SAGHAGCGGTLASCHSLDIAG----
ICACNMNIKGADVGLYIPDSSNEDQYRCTCGFSAIMNRKLGYNSGLFLEDELDIFGKNSD
* HPSE- S L kkk ok
————————————————— VKLVDPLSAEVFPSSVITLLQSDIKTALKSA------FGQSDG
IGQAAERRLMMCQSTFLPQVEGTKKPQEPPISLLLLLQNQHTQPFASLNFLDYISSNNRQ
-**-***

PLSVTDWCKGRNQSGDGGSISEGFTAES ——=——==—==—————————— e

TLPCVSWSYDRVQADNNDYWTECFNALEQGRQYVDNPTGGKVDEALVRSATVHSWPHSNV
SRk Uk ko ok ok %
-ALSEVNGVNISDDFIIDKYFGKQAVSNAIDGGKGDETAQSQDIYSSELLR-—-—-——-————

LDISMLSSQDVVRMLLSLQPFLODAIQKKRTGRTWENIQHVQGPLTWQQFHKMAGRGTYG
ek - .. .. ek e ek . * .. - % e e e

--PTLFVLPSPAILVGYQDDWLKISTNSLTHWEKAPFEPYALPKSINYAVVCPDIDPLTC

SEESPEPLPIPTLLVGYDKDFLTISPFSLPFWERLLLDPYGGHRDVAYIVVCPENEALLE
kk kookkkk: Kkok Kkk_  kk_ Kkk: .okk_ . . Kk kkkk. . *

AATDFFQQLGTGESTSLSFVKEVMLKHDRNWLGTHLPQSLGNQMEKDVGRLSSSGFVLLD

GAKTFFRDLSAVYEMCRLGQHKPICKVLRDGIMRVGKTVAQKLTDELVSEWFNQPWSGEE
* | kkook . T L P

CPQSMKIESNNTSLLGSLSDYFLSLSNGWNVNSYLKSLSKALKGLKLGSGLYTNQKEGSG

NDNHSRLKLYAQVCRHHLAPYLATLQLDSSLLIPPKYQTPPAAAQGQATPGNAGPLAPNG
. o . * o ko . % . * . . . *

SPCVVVYIVCPFPDPSAVLRTIVESSIALGSVIQSDRDRRSILNSQVARAFSSSTAVDEA

SAAPPAGSAFNPTSNSSSTNPAASSSASGSSVPPVSSSASAPGISQIS--TTSSSGFSGS
*, . . . ..ok R .. : *k HA A

SISHIPVLSGFSVPKLVLQVVSVDSIFRITSPSFNELVILKDTAFSVYNKARRISRGMPN

VGGQNPSTGGISADRTQGNIGCGG————DTDPGQSSSQPSQDGQESVTERERIGIPTEPD
HE L S P RS * ok, o * *k ..k *:

DAFFSSSLPSRSSSALTPMNSISGIWKDCGGSRMTGSTHPRDGEIDVSLRTSGWDTSTSW

SADSHAHPPAVVIYMVDPFTYAAEEDSTSGNFWLLSLMRCYTEMLDN--LPEHMRNSFIL
* . * . .- k. . * . . . x *

QIPRSGGLSCDPNRNGDFYLNDEIFYLFEPLFILSEPGSVERGVSPTFTSLGSESSKPIP

QIVPCQYMLQTMKDEQVFYIQYLKSMAFSVYCQCRRPLPTQIHIKSLTGFGPAASIEMTL
* % . *% - % .

EDGGRGSGPGMNS----MEGITSGSSSQGDVSQLEGKAIPSLHCCYGWTEDWRWLVSIWT

KNPERPSPIQLYSPPFILAPIKDKQTELGETFGEASQKYNVLFVGYCLSHDQRWLLASCT
HE R : c.oat. H .t ko ok kkko . ok

DAR-VLQQGCQILQACSSPDN-—-—-------— GSFKPRDFVITRIGNFFELEYQEWQKAIYS

DLHGELLETCVVNIALPNRSRRSKVSARKIGLQKLWEWCIG-IVQMTSLPWRVVIGRLGR
* . * o Kk * * * CEEE ] * . . * . . .

824
1012

878
1072

924
1132

967
1192

1004
1252

1032
1312

1082
1372

1140
1432

1200
1492

1260
1552

1320
1610

1380
1666

1440
1724

1500
1784

1556
1844

1606
1903



GCT AGGPEIKKWPIQLRRSAPSGIATNSNGSSLQQQODLSLIQERASSTSTLYSSHSKQSTFVK 1666

Hs MED13 LGHGELKDWSILLGECSLQTISKKLKDVCRMCG- ISAADSPSILSACLVAMEPQGSFVVM 1962
*  kok ok ok ko ko oo b HE .*
GCT G---SMGQSAGRKQIMGGQTISGTPRGLFQWVHSISFASISLDHSLHFVLP-AELVSAGG 1722
Hs MED13 PDAVTMGSVFGRSTALNMQSSQLNTPQDASCTHILVFPTSSTIQVAPANYPNEDGFSPNN 2022
HA AT L N HP S R L D * o Lk
GCT GQSSTGMSSVNYIEGFTPVKSLG--STAFSYMMIPSPNMRFLHPSPLOQLPTCLTAESPPL 1780
Hs MED13 DDMFVDLPFPDDMDNDIGILMTGNLHSSPNSSPVPSPGSPSGIGVGSHFQHSRSQGERLL 2082
. * .. skkk . *
GCT AHLLHSKGYAIPLSTGFVVS----KAVPSMRKDSRINVKEEWPSVLSVSLIDYYGGYDNA 1836
Hs MED13 SREAPEELKQQPLALGYFVSTAKAENLPQWFWSSCPQAQNQCPLFLKASLHHHIS——VAQ 2140
: *ko ok kk A Lo * ok kk
GCT HDKILQGIVKQGGGTKETRDFEVESHLILESIAAELHALSWMTVSPAYLDRRTALPFHCD 1896
Hs MED13 TDELLPARNSQRVPHPLDSKTTSD---VLRFVLEQYNALSWLTCNPATQDRTSCLPVHFV 2197
*::* . ‘* . : .*.: : ***** ** * % s, ***
GCT MVLRLRRLLHFADKEVSRIPDKTGV 1921
Hs MED13 VLTQLYNAIMNIL---—--—-—-——-—-—--— 2210
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identical residues (*) 313/1921 = 16%
highly conserved residues (same color) (:) 358/1921 = 19%

semi-conserved residues (.) 353/1921 = 18%

Alignment made with Clustal W http://www.ebi.ac.uk/clustalw/

Colors:

Red = Small and hydrophobic residues (AVFPMILW)
Blue = Acidic residues (DE)

Magenta = Basic residues (RK)

Green = Hydroxyl + Amine (STYHCNGQ)
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