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™)) 28Q
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:* Frhkhkhhhkdrrhkhhhdhddd Xx * %k Fhhkhkhhhdd * hhh Ak A A A xhhkhkhkhhdd hhkhkdkh dxhkhk d ok Ahkhkkhhhkhd khkkAhhk Ak *:
3f5X_C_2 1:MENFQRVEKIGEGTYGVVYKARNEKLTGEVVALKKIRLDTETEGVESTAIREISLLEKELNEPNIVELLDVIHTENKLYLVFEFLEQDLEKFMDASALTGIP: 100
SecStr : TT 55 TPT TTTT S HHHHHHHHHHTT TTB 35 SEEHHHHHHHTTTT
ExpBur :eeeheeeeeceececeehebebebeeeecsebbbbbbebeeseeeebeebeebbebbeehebebbbebesebeeeeebbbbbbbbebbbeebbeeheesebe & v
Contact : b bbbbb




(322

SPIC HUMANDIZE D

O

\

HIZHTHBRIDMT
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30875 248 54 SPIC_HUMAN (AC:Q8N5J4 ID:SPIC_HUMAN) RecName: Full=Transcription factor Spi-C;
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BLAST file for PDB] [BLAST for UniProt: (plain) (bar) (multiple alighment) (PSSM file) ]

UniProt Feature Tables [QSNSJ4(SPIC HUMAN)|

248
. 1 . 1 | |region name description
—| |l—248 CHAIN Transcription factor Sp1-C. /FTId=PRO_0000204140
I ] [111-194DNA_BIND|[ETS. {ECO:0000255PROSITE- ProRule:PRU00237} ]
. MONOMER
248
. 1 . 1 | .I':S:;c_;j 4 identity |description
s = ol = = L1pucF |[59.6 SPI1 MOUSE PROTEIN (TRANSCRIPTION FACTOR PU.1 (TF PU.1))
Bl el = o el E4bga A |[30.9 ETS2 HUMAN PROTEIN C-ETS-2
Il = el = ol e L1364 |[30.4 ETS1 MOUSE C-ets-1 protein
:HETERO
248 . contact mol lhomologue
; | ; 1 pde_id asym_id|[description asym_id|[SqID(%)|[description
n ] w@p] E IPAXS HUMAN Paired Box Protein Pax5[124 aa] F 371 ETS1 MOUSE C-ets-1 Protemn
1 1 €2 1mdm[1]|[C PAXS5 HUMAN PAIRED BOX PROTEIN PAX-5[124 aa] D 36.2 ETS1 MOUSE C-ETS-1 PROTEIN
1 €21k78[1] |[I PAX5 HUMAN Paired Box Protein Pax5[58 aa] F 37.1 ETS1 MOUSE C-ets-1 Protein
1 2118017 ||A IRUNX1 MOUSE Runt-related transcription factor 1[142 aa] B 371 |[ETS1 HUMAN Protein C-ets-1
i 1 E1awc[1] |D |GABP2 MOUSE PROTEIN (GA BINDING PROTEIN BETA 1)[153 aa] ||C 36.7 ”EiABPA MOUSE PROTEIN (GA BINDING PROTEIN ALPHA)
XXNUCLEOTIDE
248 n contact mol (homologue
. ! . ! P idl[description asym_id|[SqID(%)|[description
oo |wlm[2] C DNA (5-D(*AP*AP*AP*AP*AP*GP*GP*GP*GP*AP*AP*GP*TP*.. |[F 59.6 | SPI1 MOUSE PROTEIN (TRANSCRIPTION FACTOR PU.1 (TF PU.L))
u Limand Toue B DNA (5-D(*TP*CP*CP*CP*AP*CP*TP*TP*CP*CP*CP*CP*TP*. E 59.1 | SPI1 MOUSE PROTEIN (TRANSCRIPTION FACTOR. PU.1 (TF PU.L))
1 L €24mhs[1] [|A Specific 14 bp DNA C 449 |ET\-'6 MOUSE Transcription factor ETV6
' [REIRT ] E24mhg[1] B (Complimentary Specific 14 bp DNA C 449 ”ET'\-'ﬁ MOUSE Transcription factor ETV6
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SecStr z HHHHHHHHHHTTTTTTT TTTT TTTHHHHHHHHHHHHT 5SS HHHHHHHHTTHHHHSS SSTT T, &
ExpBur :eeebbebbbebb beebbeb bbbebbecsebeebbeebbeececcecbebeebbecbeebecebbbeecsecebbbebbecbe:

Contact % ] b b b bb P b b bb




B2 1\ EE & 1%&(SPIC)

. e —) @ http://ipproo.protein.osaka-u.ac.jp/homcos/cgi-bin/model3D.cgi?PID=30875&pdb_id aSSGmb|y_Id=1 @ﬂi#@ﬁﬁl‘]%

4 (2 Protein Model on 1p... *
|-E CFLIZCEFENSGEN T
Protein Model on 1pue C 1 D 1 F 1 (TEMPLATE: PDBjipue assembly id:2) ~

#=HW-ETIL

DOWNLOAD:
Iil[sequence-replaced 3D model]

Iil|3D template]

BAG)

OE.
wer[Modeller seript

ALL MOLECULE IN THE
IBIOLOGICAL UNIT:

MDLEHIlpue assembly id:2]

| \ - i%’]l)u’)@“éa ZMHPDBM
sequence-replaced 3D model v | CurrentView: ange to:
[oauerce topoces 30 mode) ] CumentView HIMLS Change to-lJAVA H W)= i BA 435 (Biological Unit)

asym_id c¢ P = [— D VAN
imodel(symbol||query oper_expression||type description [: aSSGmb|y_Id—1 '» = ihéé 7]
(auth _asym id) o 75‘* —
71N
_—— DNA (5-D(*AP*A P*AP*AP*AP*GP*G | [ E §T§h6°
1 a C1(C) POty : . P*GP*GP*AP*AP*G P*TP*GP*GP*G)-3|167Q 171R 174R 184K 188K
(polydeoxyribonucleotide ) |,
) 189L
. pioy [P DNA (S:D('TPIC PRCPHCPOAPSCRHT | 2ot N et ond g
i i *TP*CP*CP*CP*C P*TP*TP*TP*T)-3
(polydeoxyribonucleotide ) |[P*TP*CP*CP*CP*C P*TP*TP*TP*T)-3 ") 167Q 168K 171R 176Y 188K
A : PROTEIN (TRANSC RIPTION FACTOR
/|
e e @pic_guman) [F 1 ® polymer(polypeptide(L))  lip; | 1 py 1)) :SPI1_MOUSE
[MODEL [3] Protein A "queryA" TEMPLATE:1pue F 1
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4) "Browse by disease name“%%')v% 5) "Adrenoleukodystrophy“&%')v%

About Human Variation
HELP | FAQ
- DATABASE

: This human genome vari e permanent data
. managemem and |niulmahon shanng of human mutation data. The human genome variation database contains various \Q icaace | i

riation data not only ions and short/long i ions/deletions, but also ns and repeat ions with & St S RN

ical genetics analysis results and provides cross-search between dis and variations to overview disease

Cunenllylhls b contains it i fmmsc\emwﬁcpapersandnengen n sequencing A B C D E F G H ‘ J K L pv,] N O P Q R S T U \'f ‘\‘,i'\f X Y Z

results and other small scale experimental results of several research laboratories. \We greatly appreciate your mutation data
bmissi i Ad renoleu kodyslrophy

1.
This work has been supported by the Jap:

and Technology Agency.

Amyotrophlc Iateral sclerosis
= Bipolar disease
= Coronary artery disease
DBCLS a Crohn S dlsease
a

[d Search by gene name

HGVRD daia sharing policy
NBDC

:

keyword ‘

University of Tokyo
National Institute of Genetics @

At

kd Search by disease name L
o https: //gwas b|OSC|encedbc ]p/cgl bln/hvdb/hv disease.cgi?did=4

University of Tokyo Hospital & keyword | CSearcr}
CRL, Hitachi, LTD. [*]
id  Search by genomic position
Wikipedia 25 £ &t
kd Search by SNP number EIJ Eﬁx E E:)x FD 7,{— (/S\<l:AJ [i( L/o:)z F Dj{
kind [SNP-ID ~| keyword | [“Search ]

:Adrenoleukodystrophy, ALD) [, ifﬂ’ﬂfiﬂﬁﬁﬁuﬁtﬁ I &2
@ Browse by dis —Cﬂﬂlﬁl‘ﬁhﬁﬁ‘:éEE:)XI“Dj’r_EL\L//\)l/ZI—#/\J AT_G)—
8 Brovso by genoname BTHH. BEREBELTEOON-HBEND1DTHD, BFRIE.

v

< > | ALD,

CORBIF. BEBLGSEFH > TV AREEVREZERICRBE T SODERAERMICRIBELTEY, ZOORBEREICLI - TIOREBHEAEE
[CHEHEN T, MEHMIARNICERE T 5. EMRICEBL-REBREE. STUVEFENIPBRHEROBEMERFENY ., TOEICL-TROBEE
BOFHEVSIRRTH D, BIEE1D, KIEF2DF > TV AXEBIKICHFEET DALDELRFOEETHEIIEGIEDRTTHY . REEEFIEREHE
DLIZHBH1=-6. ERLERTFEROXEBAREZ(FTROTH XEREZ2DFHOXMEEISAANEETHNE, EBLRBARDOREZRET LD TR
RITBDERFEAEGND  XERBEAATLI1DLAGNBIEFIRELOT UV (FHEEIR) . £D1=86. Kt DFYBRAIAFTFIT ELRY ., $150%DHE
ETBRIZOARIEST DD THA FERIFAICEOTELFEEN, MEREDS B IXBBUENKICHRN, FROTFEFLETERT)—HROEREL
TROMN. ERETOTHERE. 2HET. REICESE. TR, KB KEOHBMESESTHERS RN, F2ETREEFRIITR, FEKIEZ
(REITETT .
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(2 Human Variation Da..

DB

Disease short
Disease name

Disease summary

name 5 ALD

: Adrenoleukodystrophy
Adrenoleukodystrophy (ALD) is a disorder that leads to progressive damage of the brain and the adrenal gland. The

from published papers are accumulated in this database.

Y

2K HnsSNPD EEHT:nsSNPD HR %

(3)

O-BCE B &

X

_ mechanisms to cause ALD are not fully clarified. The aim of this database is to collect mutations related to ALD and their
* clinical information exhaustively in order to deepen our understanding of ALD. Both our original data and extracted data

Case/Control
with this
Genomic position rs 1D NM change info | Amino acid change | Gene ID | Gene name | Hetero/Homo | Disease | V-ID mutation P-value | C
Chr1 237048500A>] rs1805087(rs56618494,rs61036243) | NM_000254 AZ27 |[NP_000245 p.D919G | EG4548 MTR Adrenole 221180 0.516
G 56G ukodystr ~
ophy
Chr1 237048500A> rs1805087(rs566/18494,rs61036243) NM_000254 A27 NP_000245\p.D919G EG4548 MTR Adrenole 49/180 0.109
G 566G ukodystr
ophy
Chr1 237048500A> rs1805087(rs56618494 rs61036243) NM_000254 A27 NP_000245 p\D919G EG4548 MTR Adrenole 15/180 0311
G 566G ukodystr
ophy
Chrb 34007971T=C NM_ 014324 T15 NP _055139 p. §52P EG23600 AMACR homo Adrenole 0/114 -
4C ukodystr
ophy
Chr21 44483174 _4 EGS875 CBS hetero Adrenole 22/169 0.059
4483241dup ukodystr
ophy
Chr21 44483174 _4 EGS875 CBS hetero Adrenole 49/169 0.088
4483241dup ukodystr L
ophy
< >

dbSNPDAR—U A5 &)

RefSeqDIDET7I/BEDEERDRED

L&k



3DAEIE [Z K BHnsSNP D FEHT:nsSNP D BR 15 (4

N
. dbSNP
<> NCBI Short Genetic Variations
dbVar ClinvVar GaP PubMed Nucleotide Protein
Search small variations in dbSNP or large structural variations in dbVar
Search Entrez| dbSNP | for | |[Gdl
Reference SNP (refSNP) Cluster Report: rs1805087 ** With Uncertain significance allele **
RefSNP Allele HGVS Names Links, Linkout
Organism: human (Homo sapiens) CELERLT CIass_SNV: NC_000001.10:9.237048500A>G
Molecule Type: Genomic — —single nucleotide variation NC_000001.11:9.236885200A>G
Created/Updated in build: 89/144 RefSNP Alleles: A/G (FWD) NG_008959.1:9.94920A>G
Map to Genome Build: 107/Weight Allele Origin: NM_000254.2ZC.2?56A>G
PR o T HI “‘ Ancestral Allele: A NM_001291839.1:c.2603A>G
Validation Status: @~ LT T i NM_001291940.1:c.1535A>G
Citation: PubMed TN IE T Wlmth et 1 NP000245:2:p ASp919Gy
o P . with Uncertain significance allele NP_001278868.1:p.Asp868Gly
Clinical Significance: ..
g [ClinVar] NP_001278869.1:p.Asp512Gly
MAF/MinorAlleleCount: G=0.2183/1093 XM_005273140.1:c.2924A>G
MAF Source: 1000 Genomes VR AREDTAAAS 4im nTER A S more
Gene Model(s) A
MRNA Protein
Function
SNP to mRNA Accession Position Aanessi Rosit e
missense Fwd NM_000254.2 3179 | AC = GG NP_000245.2 919 D [Asp] = G [Gly]
undefined Fwd NIM_001281939.1 3026 AC = NP_001278868.1 865 D [Asp] =
undefined Fwd NIM_001251940.1 3066 AC = NP_D01278869 1 512 D [Asp] =
undefined Fwd XM_005273141.3 4153 AC = XP_005273198.1 918 D [Asp] =
undefined Fwd XM_006711769.2 4156 AC = XP_006711832.1 919 D [Asp] =
undefined Fwd XM_006711770 1 2127 AC = XP_0D06711833 1 607 D [Asp] =
undefined Fwd XM_011544193.1 3967 AC = XP_011542495 1 856 D [Asp] =
undefined Fwd XM_011544194.1 3941 AC = XP_011542496.1 975 D [Asp] =
NC_000001.11: 237M..237M (104bp)~ | Find: v @l - + T
236,885,150 236,885,168 236,885,178 236,885,189 236,885,198 rs180508 236,685,210 236,885,220 236,

B GATGAATACTTTGAGGAAATCATGGAAGAATATGAAGATATTAGACAGGACCATTATGAGTCTCTCAAGGTAAGTGGTAGA

CCTACTTATGAAACTCCTTTAGTACCTTCTTATACTTCTATAATCTGTCCTGGTAATACTCAGAGAGTTCCATTCACCATCT
Genes, NCBI Homo sapiens Annotation Release 107, 2015-03-13 |

R/%I 4 K B1154245 ARE27 314 P B8 244194 1/%P 424961/ aE b o QER2C4 QEaR24E a1 3 Q@12 7E868.1/HM_B81291940.1/HP_B01
- X 5 ! 717 .. n
dbSNE 144 (Homo sapiens Znnotation Release 107} all data |
= = = = = = = o
= = = =

8221398 NP_000245.200919% B D 7=/ED(Asp)—>G(Gly) D3DEEDMEEMRALI-L
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SiteTable]
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Contact Bar(summary)[0.0 %]
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Back to Search Page
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show
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[help]

[download]

PID QueryLength

Homolgous Sequence in PDB

[UniProt Query

GenPept Query

TITLE

16898 1265 82

METH_HUMAN(Q99707)

NP_000245.2

INP_000245.2 methionine synthase isoform 1 [Homo sapiens].

QUERYSEQ)

MSPALODLSQPEGLKKTLRDE INATLOKR IMVLDGGMGTM IQREKLNEEHFRGOEFKDHAR PLEGNNDILS ITQFDVIYQIHKEY LLAGADI IETNTFSST S IRQADYGLEHLAYRMNMC SAGVARKAREEVTLOTGIKRFVAGELGPTN
KILSVSPSVERPDYRNITFDELVEAYQEQAKGLLDGGVDILLIETIFDTANAKARLFALONLFEEKYAPRPIFISGTIVDKSGRT LSGQTGEGFVISVSHGE PLCIGLNCALGAAEMRPF IEIIGEKCTTAYVLCYPNAGLPNTFGDYDET
PSMMAKHLKDEFAMDGLVNIVGGCCGSTPDHIREIAEAVENCKPRVPPATAFEGHMLLSGLEPFRIGPY TNEVN IGERCNVAGSRKFAKLIMAGN YEEALCVARVQVEMGAQVLDVNMDDGMLDGPSAMTRFCNLIASEPDIRKVELCIDS
SNFAVIEAGLEKCCQGRCIVNSISLKEGEDDFLEKARKIKKY GAEMVVMAFDEEGQATETDTEIRVCTRAYHLLVEKLGFNPNDI IFDENILT IGTGMEEHNLYAINF IHATKVIKETLPGARISGGLSNLSFSFRGMEATREAMHGVELY
HATKSGMODMGIVNAGNLEPVYDDIHKE LLOL.CEDLIWNKDPEATEKLLRYAQTQGTGGKEV IQTDEWRNGPVEERLEYALVKGIEKHI IEDTEEARLNGKKY PRPLNI IEGPLMNGMKE IVGDLEGAGEMELPQVIKSARVMEKAVGHLIPE
MEKEREETRVLNGTVEEEDFYQGT IVLATVKGDVHDIGKN IVGVVLGCNNFRVIDLGVMT PCOK ILKAALDHFADI IGLSGLITPSLDEMIFVAKEMERLAIRIPLLIGGAT T SKETHTAVKIAPRY SAFVIHVLDASKSVVVCSQLLDEN
LEDEYFEEIMEEYEDIRQDHYESLKERRYLPLSQARKSGFQMDWLSEPHPVEPTFIGTQVEEDY DLOQRLVDY IDWRPFFDVWQLRGKY PNRGEFPEIFNDRTVGGEARKVYDDAHNMINT LI SQKKLRARGVVGEWPAQSIQDDIHLYAEA
AVEQRAEPIATFYGLRQOARKDSASTEPYYCLSDFIAPLHSGIRDY LGLFAVACFGVEELSKAYEDDGDDY S5 IMVEALGDRLAEAFAEE LHERVRRELWAYCGSEQLDVADLRRLRYKGIRFAPGY PSQFDHTEKLTMWRLADIEQSTG
IRLTESLAMAPASAVSGLYFSNLESKYFAVGKISKDQVEDYALRKNISVAEVEEWLGPILGYDTD

BLAST file for PDB] [BLAST for UniProt: (plain) (bar) (multiple alignment) (PSSM file) ]

UniProt Feature Tables [Q99707(METH HUMAN)|

METH_HUMAN Methionine synthase,
5-methyltetrahydrofolate--homocysteine

1265| “ " | methyltransferase, Vitamin-B12
. . L | . L | ! | |[region name escription . .
|—|1-1265 CHAIN |[Methionine synthase. /FTId=PRO 0000204530. dependent meth|0n|ne Synthase' GN
| [19338 [DOMATN|[Hey-binding. Name=MTR,;
371-632 |[DOMAIN |[Pterin-binding. |
662-759 |DOMAIN|IB12-binding N-tery _y_ FNCTION: Catalyzes the transfer of a methyl group from methyl-
772-907 |[DOMAIN|B12-binding. . : I .
=___| cobalamin to homocysteine, yielding enzyme-bound cob(l)alamin and
923-1265 |[DOMAIN |[AdoMet activation, L. .
methionine. Subsequently, remethylates the cofactor using
. MONOMER methyltetrahydrofolate (By similarity). {ECO:0000250}.
1265 -1- CATALYTIC ACTIVITY: 5-methyltetrahydrofolate + L-homocysteine =
[ o o o [pdoid oy Vescription tetrahydrofolate + L-methionine. CC -I- COFACTOR:
f:ym—‘d Name=methyl(lll)cobalamin; Xref=ChEBI.CHEBI:28115;
ikl el ol ol ol el ol o ;’:4”2 1000 |MeTI UMAN MET] -!- COFACTOR:
Y Name=2Zn(2+); Xref=ChEBI:CHEBI:29105; Evidence={EC0:0000250};
) 994 |METH HUMAN Methi  Note=Binds 1 zinc ion per subunit. {EC0:0000250};
©3bul | -- PATHWAY: Amino-acid biosynthesis; L-methionine biosynthesis via de
A ol e o Rl ol 1 o Bkl ok 55.5 METH ECOQLI Methior . . .
A I novo pathway; L-methionine from L-homocysteine (MetH route): step
““HETERO 1.
1265 contact mol [homologue |
, Ipdb_id D I e, |
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@ http://ipproo.protein.osaka-u.ac.jp/homcos/cgi-bin/prot_sch_sitetab.cgi?QPROTSEQ ID=NP_000245.2&pssm=T&minNca=1&PID=16898&M=prot_sch&qseqtype=ARQGENPEPT ID= 0 ~ &

2L HnsSNPD FEHT:3DAD TV (3)

527328 NP_000245.2 ) 919% B O 73 /E#D(Asp)—G(Gly)

®
£ HOMCOS: X
~N
1M e
EE = B b
— — ZEHD FEMEUS
- e ull JFHD [Back to HOMCOS]
[bars:summary] [bars: [Back to Search Page]
Site Table[0.0 %]
csy csv
seq i1d(%): [0] [30] [40] [50] [60] [70] [80] [90] [95] [100 1k e
show download
PID QueryLength Homolgous Sequence in PDB [UniProt Query GenPept Query TITLE
16898 1265 82 METH HUMAN(Q99707) [NP_000245.2 [NP_000245.2 methionine synthase isoform 1 [Homo sapiens).
MSPRLODLSQPEGLKKTLRDEINATLOKRIMVLDGGMGTMIQREKLNEEHFRGQEFKDHARPLKGNNDILSITQPDVIYQIHKEY LLAGADI IETNTFSSTSIAQADYGLEHLAYRMNMC SAGVARKAAEEVT LOTGIKRFVAGALGPTN
KTLSVSPSVERPDYRNITFDELVEAYQEQAKGLLDGGVDILLIET I FDTANAKARLFALONLFEEKYAPRPIFISGTIVDKSGRTLSGQTGEGFVISVSHGEPLC IGLNCALGAREMRPFIET IGKCTTAYVLCY PNAGLPNTFGDYDET
PSMMAKHLREDFAMDGLVNIVGGCCGSTPDHIRETAEAVRNCKPRVPEATAFEGHMLLSGLEPFRIGPYTNFVNIGERCNVAGSRKFAKLIMAGNYEEALCVARVOVEMGACVLDVNMDDGMLDGP SAMTRFCNLIASEPDIARVEPLCIDS
SNFRAVIEAGLKCCQGKCIVNSISLKEGEDDFLEKARK IKKYGAAMVVMAFDEEGQATETDTK IRVCTRAYHLLVKKLGFNPNDI IFDPNILT IGTGMEEHNLYAINF THATKV IKETLEGARI SGGLSNLSFSFRGMEATREAMHGVELY
QU'ERYSEQ HATKSGMDMGIVNAGNLEPVYDDIHKELLQLCEDLIWNKDPEATEKLLRYAQTQGTGGKEVIQTDEWRNGPVEERLEYALVEGIEKHITEDTEEARLNQEKYPRPLNI IEGPLMNGMK IVGDLFGAGKMFLPQVIKSARVMKEAVGHLIPF
MEREREETRVLNGTVEEEDPYQGT IVLATVEGDVHDIGKNIVGVVLGCNNFRVIDLGVMT PCDKILKAALDHKAD I IGLSGLITPSLDEMIFVAKEMERLATRIPLLIGGATTSKTHTAVEIAPRY SAPVIHVLDASKSVVVCSQLLDEN
LKDEYFEEIMEEYEDIRQDHYESLKERRYLPLSQARKSGFOMDWLSEPHPVKPTFIGTQVFEDYDLOKLVDY I DWKPFFDVWQLRGKY PNRGFPKI FNDKTVGGEARKVYDDAHNMLNTLI SQKKLRARGVVGFWPAQS IQDDIHLYRER
AVPQRAFRPIATFYGLRQOAEKDSASTEPYYCLSDFIAPLHSGIRDYLGLFAVACFGVEELSKAYEDDGDDY SSIMVEALGDRLAEAFAEELHERVRRELWAY CGSEQLDVADLRRLRYKGIRPAPGYPSQPDHTEKLTMWRLADIEQSTG
IRLTESLAMAPASAVSGLYFSNLKSKYFAVGKISKDQVEDYALRENISVAEVEEWLGPILGYDTD
BLAST file for PDB] [BLAST for UniProt: (plain) (bar) (multiple alignment) (PSSM file) ]
[n]:site number of query sequence. [a]:amino acid of query sequence. [s]:predicted secondry structure.
[e]:predicted exposed/buried. [acc]:predicted accesssibility. [pdb]l:PDB code of homologous structure.
[contact _mols] :binding other molecules [cbserved aal :Observed amino acids among homologous sequences. [featurse table] :UniProt Feature Table
[variant] :UniProt Human Variant.
n a |s |lellace |pdb contact mols observed aa feature table variant
SITE 1 M- (-1 - M
ste2 s |- - - =
)
SITE914 |E |[H|e|| 48.7| &3bul A EDAK I I
SITE915 |ID ||Ee|| 46.8( E23bul A DRAKEVTL
—_ compound COB homo —
SITE916 |[I |[E|b|| 8.0( &3bul_A VIGNRLT
o)
SITE917 |[R Jifv][ 16.2] 5bul A RAKEQ
AT St = ~
SITE919 (D ||tIfle|| 55.1) &3bul A QTEDSKR D->G:Polymorphism
— . compound COB homo T pus
NS 55 Gl Ll 40 o iniﬂi ey A 1
SITE921 ||y |[T el 67.9] &3bul A YAFRENGS
SITE922 |[E |18 [e| 69.2| &23bul A RANEKDGILPQSTV




3D%EE

5227328 NP_000245.2 ) 919% B O 73 /E#D(Asp)—G(Gly)

= http://ipproo.protein.osaka-u.ac.jp/homcos/cgi-bin/prot_sch_eachsite. Je R ]

919

= HOMCOS: <] EDIRGDHYESL
. ) EDIRQDHYESL
SITE summary for the 919-th Site(D) EDTREDHYESL.
EDIRQDHYESL
- EDIRQDHYESL

[PID L, F Site| TITLE =
“ QueryLength|FocusSite _ : : ERVRDQHNRKK
”16398 1265 919D  |[NP_000245.2 methionine synthase isoform 1 [Homo sapiens]. ELVRDQHNRKK
UniProt Information ELVRDaI—LNRKK
IAC/TD IAC:Q99707 ID:-METH HUMAN ERVREQHSRKQ
[VARIANT: D -> G (may be associated with susceptibility to FS-NTD; dbSNP:rs1805|BERVREQHSREQ

[Feature Table |[{EC0:0000269[PubMed:15489334,

for 919-th site |[ECO:0000269PubMed:9013615}. /FTId=VAR_004329.

CHAIN: Methionine synthase. /FTId=PRO_0000204530.

ERTRDQHARET
EDVEQEHYASL
ETVRIQHGREK

[¥ B e ID-=>G Polymorphism dbSNP:1s1805087 -

__KEOYD

AELREKHYASL
ETVRIQHARKK

919-th site

0 3 DLO IS ll
Mercentage of Amino Acids in Homologous Protein] | RLFTIL

EDVRTEHYESL
AVVRERTANRS

EYFRIBEARA
[ZHEERF
DR

2L BnsSNPDEEHT:3DAD T VT (4)

X

0:24% T:23% E:16% D:14% S5:9% K:8% R:7% 75’(‘/}‘\/" ggg;gg
3D Structure Information DDGAKTNF-GT
“Tcmplate For Monomer“predlcted SecStr”prechcted ExpBurMﬂi Relative Acc(%)l EKIQQEFANSK
||—§-3bul ”H (alpha-helix) “e (exposed) I55.l I I GHRSREEASSE
3D Complex Information

[Predicted Bind Molecules

homo:2 compound:1

Templates for 3D complexes

1C1

homo [33973:METH_ECOLI] & 1bmt A_1 B_1f21bmt B_1_A_1fompound [COB ] &1bmt B
| ©

CO-METHYLCOBALA

CurrentView:HTMLS5 Change to:[JAVA]
I

L€ 1bmt assembly id:1]

asym_1d . . contact sites|
1 Ty oper_expression|type description
(auth_asym_id) a(query A)

1 a IAIMETH HUMAN)|B 1 (B) polymer(polypeptide(L) )[METHIONINE SYNT HASE :METH ECOLI
2 M |p C1(A) non-polymer( COB ) ICO-METHYLCOBALA MIN [ 919D
IMODEL[1] Protein A "queryA" TEMPLATE:1bmt B_1
ueryA 6651 EWRNGP\«‘EERL‘TYALV‘KGIEYHIIEDTEEARLNG}(KYPRPLNIIEGPLMNGMI(I‘IGDLFGAG!CMFLPQVIKSARVMKYAVGHLIPFM‘E[(EREETRVLNGT:

ox E kR kRkRER RRkRERER EEkRAEE 5
1bmt B 1 3: EW){SWEVNKRLEYSLVKGITEFIEQDTEEAR—”DU TRPIEVIEGPL GDLFGEGKMFLPOVVESARVHE! YLEPFIEASKEQGRT--——:
SecStr :GGEES IT T -
ExpBur :eb
queryA 765 : VEEEDPYQGTIVLAT GRNIVGVVLGCNNFRYIDLGVMT PCDKILKAALDHKADT IGLSGLITE SLOEMIFVAREMERLATRT PLLIGGATTS :

: TR EREREERERERERLERARE KRR wwwww ® weww  w EE RREREREREREIRE KR EEERE Rk R
ibmc B 1 96: TAT GRNIVGVVLOCHNYE IVDLGVMVPAEKI LRTAKEVNADLIGLSGLITPSL TIPLLIGGATTS:
SecStr e =] TT  HHHHHHEHHHE T ss TS IT S STT
ExpBur 23
queryA 865 : KTHTAVKIAPRY SAPVIHVLDASK CSQLLDENLKDEYFEETMEEYEDIRQDH: 820

DR oERERERE ER Rk KRk X EE * wke ok kg
1bmt B 1 189: KAHTAVKIEGN’YSGFTVYVGNASRTVGWAALLSDTQRDDFVARTRKEYETVR‘GH 244
SecStr : HHHHHE! TTGGG S35 TTI
ExpBur
Contact b

IN




R INJEP 000245.2M919FB N7/
EEDO>GDEEFTDE LD
28 B & XAOJr—Adrenoleukodystrophy, ALD) [Z

BE:E 9 5nsSNP (NP_000245.200919D->G)IZ;E B
REQTDIIVFITILT A AL, DIF14% T, G
X0%, >SHEHEDBWNTI/BADERITAETHS
Al gETE

BIEENES5.1% TEHLTWWS, >EHLTLWS
TE/BOEBRITEEN DI VvAI g
REZEAXRDODMEAEERAEIZHD

HE2ERCOBICHER L TLVD, >GADERMNHEERLE
DFEBITHEZRIFL., FEZTTITSHAREE
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— /_\E I F;_ A —\ ~ A\
NTAOEREESHADETIVY
ELAAEHEREZE
. BOINTED) AR
FWWEbhtE2 /\JEA
TGWVEIE INL ;ggﬂﬁ
ALl e—— —
or o @@ 1fqg5A HAELLTRYEY
Bk O @ - )
wE © @ —
@ ?—A/ 1vwg_1 A1 B1
& 209x_ 1 Al B1
1jsu_1 Al Bl
7w B gatc_2 Al Bl
>299x_A ?fIS—l E2 11 SFEREE  1vwg_1 A1 B1
——— | BEKD
PDBA®D 7=/ BLEL 5 N BLA D
DF—BR—2% AL Bz J or \ EREDE
7]
FWWEShtEI/\JIEB o ©
E25 QLVVKTFAFT...Y BLAST &% 1vwgB © 0o ©
® @@
or © 299xB o @ © ®®
2Fi5|
wgk O © 2eufA O-@ ®® ~ O ,
#eg Yo g : A ot gt
505118 AT FRIET LS FRIETILEE
U] ©® el Template-based Model Template-based docking

® BOINDEDYRE (Sequence-replaced model)
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ZEIRDTE

1) Google T"THOMCOS“ & A 7

<> https://www.google.co.jp/?gws_r 2 ~ @& & [ 1 ke,

) HoMCOS - Google ...

<]

HOMCOS

oz

#J120,000 £

(0.25 #)

Eo2&ERE - BEY

HOMCOS : #HHEESFOIESE - E5 U0 —)(
homcos.pdbj.org/?LANG=ja ~ v
HOMCOS({HOMology modeling of COmplex Structure) (. PDBZIR#IZNT ..

[Goto English page] ‘? fri—d

FEMEDS

>

. HOMCOS: A5 N Z B Rt s

2HEOTEANCIE AL, WEGEL A OH T HRET LT, ~FSRIEOIINEDET ) VLT
TIAERC53. [PDB_ID}+[NEH ] PDBTF 7 ILOT 7 0—F. UniProdDID. 1 FEL

EFIOE T OAET AL TR,

S VA FAiTHB
PDR PDB_ID{ Thkb, ) CHADN D] (A, B. )[PDR_ID| CHAIN_ID- A.B, )
PDRZ 7LD 77O+ [
el
S HETIRID e ———2 . . = -
(UiniProt IDVAC, RefSeq protein COKS_HUMAN (CDES_HUMAN, NP_001157882.1 CNBI_HUMAN, NP_114172.1)
T/
Resel vahues || SEARCH |

TV 2ADEHHG)

2) INTOZEERDET IV IZES

<
/5\

a2 http://homeos. pdbj.org/?LANG=ja

@ HOMCOS ; aRES...
FEMEus

HOMCOS : Hl-RES TR aE-£ 57 L 08 —i
[Go to Englich page] § )11 7=
L

HOMCOS(HOMalogy modeling of COmplex Structure) (1, PRR(ORI 1L 0L SRS EoIERE T — SFFRL T, S TodEit-i8
[, ERFD AT TOMREEFAT Dl 0t — TT, 7EBRFISLEHED S, PDBFTY SR EED LISHEN ]
[FTOSROAFERRLIY, PDEFIOIRS EHEIL TS FE TR E R T 200 TERY .,

2 Iliéﬂ}i

170 7 AEERR R P T

[ LA R VPR AT LS TR
ES)

1A LS ST R T

E;e.; LS W SL TSR L HERSR
1:'4;aw T EEI AT LT
TOREE RO L BEEEREONY —EF L VER
LTFALEY

RO T/ ERAHE ST LT,

FO T IJIMJ‘_N‘E‘ET:EII F—EFTIC
L= TFALE

\FDTE, meplbmﬂﬁ‘mawwu T,
?%T!;‘#Eumm&i“r{u J—FFVTEST
bi 0

ST S
1)

a LT D 72 e

O."{tﬁmrm%ms

(BT TR
e

e HE

SR EOET L TE/EAADS

piavans ]
%‘JJ’J

S

‘d’

POE20150121

AN TIEAD
&

N by T B
e i

Lasrl}

_3) 2\ BADOUNIPROT_IDIZCDK5_HUMANZ%
— 221N\ EBMOUNIPROT_IDIZCCNB1_HUMANZ% A 77

CDK5_HUMAN: Cyclin-dependent proten kinase 5
CCNB1_HUMAN : G2/mitotic-specific cyclin B1

BWESHEEBEDENIELLTD4EY TAAT]

(i) PDB_ID+84 (i) PDBI7 AL DTy FO—K
(iil) 2> /S EEFIDID UniProt ID /AC $H 30

£

(& INSDC#AH RefSeq®protein _id,
(iv) 7= /E&BER S
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Lo BE 17l<0)sequence -replaced 3D model

|’ ;
FR I ALERSIBI = isequence-replaced model i
~ ITllseguence-reg]aced 3D model
ST, HPDBD iY{template 3D structure LD el
N wes [Modeller seri
A D=2%. KF-HIUA—FAH ——
B L A ST *ﬁ i 75{ —_ > N AE IALL MOLECULE IN THE
zIs BIOLOGICAL UNIT:
%?_—J_é*bé m’&-] h27 assembly id:1
iy o g i . lcontact sites
. Search Templates to Model Hetero Multimers ° 7 g:; asym_id) & la{query A) biguery B)
100 169E 170v 171v 173D
. . 1741 177Y 2191 2541 257K
= = = polymer CELL DIVISION P
TITLE [RecName: Full=Cyclin-dependent-like kinase 5: EC=2.7.11.1;AltNar} ||; » | 2_‘1_)};* Ay A1) (polypeptide |[ROTEIN KINASE 323{?2?;?5?28%% 3:3l]¥13§65_:5E
: > : . 5 HUMAN) ool 2661 279K 280H 283R 2
catalytic subunit; Short=TPKII catalytic subunit; (L}) 2:CDKZ HUMAN 3&TM 2001, 201 R 204N 295F
UniProt ID for 296G 297L 298G 302P 303L
[proteinA| | quUery CDKS - [] 37L 39D 40D 41D 42E
QUERYSEQ |MQKYEKLEKIGEGTYGTVFKAKNRETHE TVATKRVRLDDDDEGVESSATRETCLLE P — ;}S :;; :gz .:?L 'fg]; ;;;b
(length 292)  ||FGIPVRCYSAEVVTLWYRPPDVLFGAKLYSTSIDMASAGCIFAELANAGRELFEGH |, i [y :LL_\IB] — ) (polypeptide 5\;(;;’;"\1 ST 118H 1198 120K 121N 149R
z = : - B (L)) e 150A 151F 1531 154P 156R
BLAST Nsbjseq 500 [show plain BLAST file] 1990 150% 1 e AR ST
TITLE RecName: Full=G2/mitotic-specific cyclin-B1; 278E
UniProt_ID for query| CCNB1 HUMAN NMODEL [1]Pﬂ:~temA 'CDK5_HUMAN" TEMPL ATE: 1h27 Al
[proteinB||QUERYSEQ MALRVIRNSKINAENKAKINMAGAKRVETAPAATSKEGLRERTALGDIGNE] || - — o R i "'m‘?fﬂ..fi. e o sy v
1AVNDVDAEDGADENT.CSEYVKDT YAYL.RQTEEEQAVRPKYTT.GREVTG ) VT HTERE L LUFES carTcIp: 108
(length 433) LPLHFLRRASKIGEVDVEQHTLAKYIMELTMLDYDMVHFPPSQIARGAFCLALKILDNGEWT PTI.QHYLDYTEESLLPVMQHLAKNVWVNQGLTKHMTVKNKYATaKHAKI STLPQLNSALVQDLAKAVAKV
[BLAST |[Nsbjseq 217 [show plain BLAST file]
P]I)”29410|[precalciblt”T”mi.nNca”lJlmichaHOIh\Imodell‘
Homologous hetero-multimer found by BLAST C D K5 H U MAN C C N B 1 H U MAN
[PDB Protein A Protein B HModel
Nres (asym oper) (asym oper)
id asmbl|[Nsubunit|_con [N XNy PEL) | UniProtD . . . 2922wi eval (SqID|N| xNym P UniProtiD . . . . 43I?>aa eval (|Sql
alien . . . . . . . —
N Se- Te- ey
h27 |1 2-mer |33 1/Aa1 CDK2 HUMAN| LTI oo llan 60.7 |1|B1 CGA2_HUMAN B 16 39.4 Ea.:vmodell
1h27 |2 2-mer |33 1_ C1 CDK2 HUMAN| 1 moom 1 ?;'3 60.1 [1|D1 CGA2 HUMAN L e LU Tl 12‘ 39.4 wmodel
f5x (1 |B-mer 32 |4 gic 243 /lcpks HUMAN|1-— = min o ‘;';2 60.7 |4 IB)i D2B3lconar qumaN we ig 59.6 |68 odel




:‘_"fg: ModellerlZ&B ZEA&DET Y (Win8)[1]

HOMCOSDOATOLEARET) S T, CDK5 HUMANECCNB1 HUMANZA AL, B U4 REEEZZAT, L TOETILIDIE
EDVAVRIRRTEINZET B,

X

CSHEAN 2 http://ipproo.protein.osaka... 0 ~ & E L de;
. (2 How to mod... *

How to model a 3D structure on 1h27 A 1 B 1 using the ~

DOWNLOAD:

I-'JLs uence-replaced 3D model] -
S ot Modeller program (TEMPLATE: PDBi1h27) assembly_id:1)

s [Modeller script]

ALL MOLECULE IN THE
[BIOLOGICAL UNIT:

Bt E8 127 ascembly id:1]

If you install the Modeller program in your computer, you can
model a full-atom 3D structure of the complex using following

files.
| o ; it Modeller scripts for complex
| auth_ssym_id) jtquery ) vquery B)
| 165E 170Y 171V 173D .
polymer | CELL DIVISION P 1741 177¥ 219L 2541 257K . Download modeller python script: model complex.
hek ‘?:DK‘ Ay A1 (polypeptide |ROTEIN KINASE 258Y 259E 260 261M 265E
[ 5_HUMAN) L)) 3 .DKT HUMAN 2661 279K 280H 283R 286E
Bl . Download alignment file: alignment complex.ali
12966 297L 2
[0 37L 39D 40D 41D 42E
- e . Download template PDB file: 1h27 A 1 B 1.pdb
| ﬁ.wm Hungan|B 1 B ﬁ:ﬂyrwplhi! Pl O] [T 1195 120R 121N 1498
e ()] ol o ] 150A 151F 1531 154P 156R .
1570 158Y 1595 2768 2774 . execute command:
— 278E
| EL[1] Protein A "CDKS TEMPLATE:1h27 A_1 mod9 model complex.py

[fetws_noan MO YE] T JWZ']EITJ\_TG:JRL' L

(1)=E'°)L3D1‘% 0)’7«(/I~°’7’C @%7')‘/73’%) (2)Modeller@ RO TrOR—IUMRREIND,

(83)RVVUT+TZ74)L (model_complex.py). 754 A kT74)L(alignment_complex.ali),
FEEEEDT7M4I)L(1h27_A 1 B 1.pdb)D=2%B5HD/\JavIZFHo0—Kd 5,
4 [E%. C:¥Users¥guestO1¥DownloadsEWLNSFAL IR IZRET B EIZT 5,



Model II

MODE Modeller|=& 3 —3171:0)—' _‘")/7 (Wm8)[2]

LLER

FAOrT

O,

Modeller

B Modeller README
(HAI—FEBEDKRNETVY  (5y7 )77 Ry rOMD & “
ARG AVRAR—=IENIT —21252 “Modeller:  (6)ZD&SHavrRFOr T
OS5 LD—BENRTND. (\S5qvLRFaVTrOF7 DI1VRIBRREND,
AAVED)VIT B
=N Modeller » E]IIE!II

Can '|'Ir|J Mary L=e i L Al e SCF i r::-‘|: = il"| 'HlE'
- ..,| a=¥aut o

uze Pvthon to run
ar, it wou don’t have Puvthon installed,
o run them instead.

C:¥Prozram Files¥Mode! lerd. 14}cd Cr¥llzers¥euest01¥0own | oads

C:¥lzers¥guest 01 ¥0own | cads>

(7)ARUEDI4RDRATed [TaLIR)R] EARALTETIVIRTALINIIGIR
T=D2M 774 FaE—LI=T«LIMN)) IZFENT 5,
S EIX. cd C:¥Users¥guestOl¥Downloadsé AN 3,




:wﬁﬁﬁ’ﬁéiModew?nr( J:é —3171:0)—' TG (Wm8)[3]

(9) aA<>kmod9.14 [ROUTRI7AIL]

Z A L. Modeller®%E179 %, SEIX.
mod9.14 model complex.py

(8 )37/|3d|r1€')\j]—9"ét Lq:(—o)T,fl/]p EANT D, COE,ETEMRTETICE
')l BBIFAILD—ERERING. 4y 1R ~HBABEEOHENHLLD.
FL ::O®774)Lh\%éhtéﬁﬁmuo = Open File in Chimera - ol

! Jow Folder: |C:¢Users¢ guest01¥Downloads ﬂ

Af1h27_A_1_B 1.pdb
alignment_complex.ali
desktop.ini
model_complex.log
model_complex.py

gquery_complex.DO0000001
query_complexgin W
query_complel 7o s st s 1.

gquery_comple
gquery_comple

1h:25 [ 101
(1O)n+%i‘f5‘71§ EU\:?/F‘durékaét HhI7ALD— :
BAKRTEND, ZD55, query_complex.B99990001.pdbAhY ==
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