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“The coordinates and structure factors for the structures reported here
15'] . are deposited to the worldwide Protein Data Bank and available from the
Protein Data Bank Japan with accession codes of #itt. ”

“The cryo-EM density map is deposited in the Electron Microscopy Data

152 Bank under accession number EMD-####. The atomic models of the cryo-
EM structures are deposited in the worldwide Protein Data Bank (wwPDB)
under accession numbers #itHt and #ittt, respectively ”

1513 "Thg coordinates for YOUR PROTEIN1 and YOL_IR PROTEIN2 are
available as PDB entries #### and ####, respectively. The resonance
assignment for YOUR PROTEIN 1 has been deposited in the Biological
Magnetic Resonance Bank as accession number #iHt#HHt. ”
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https://orcid.org/0000-0002-5354-0807
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s & @

v Employment (5) @ + Add employment 11 Sort

View public version Osaka University: Suita, Osaka, JP ® 4 &5 o
2009-04-01 to present | Professor (Institute for Protein Research)
0 Display your iD on other sites@ Employment
24 Public record print view® _
Source: GENJI KURISU * Preferred source s
B3 Get a QR Code for your iD @
£ Also known.as University of Tokyo: Meguro-ku, Tokyo, JP ® 4« § a
2004-04-01 to 2009-03-31 | Associate Professor (Life Science)
Employment
# Country Source: GENJI KURISU % Preferred source ]
Japan
. Osaka University: Suita, Osaka, JP n
# Keywords b R J . . @ & 5 &
2003-10-01 to 2004-03-31 | Assistant Professor (Institute for Protein Research)
Employment
" Websites Source: GENJI KURISU % Preferred source ]
. Purdue University: West Lafayette, IN, US ® & § a
# Other IDs 2002-04-01 to 2003-09-31 | Visiting Research Scholar (Biological Sciences)
Scopus Author ID: 6701675123 Employment
/" Emails Source: GENJI KURISU % Preferred source -
gkurisu@protein.osaka-u.ac.jp
il

Protein Research Communication

Za—Ab&—1\yoF1R—

No.2019.14 (201942 A20 AR |

| -wwPDBE 285 DPDBX/mmCIF 74— M FHLIC DT

Protein Data Bank Japan(PDBj) hoEEB/AR 7+ AT,

201947 A1 8 &Y, & R I8SRTEIC K SWWPDBADEERICHLVT,PDBx/mmCIF
74— yhTOBBSLAICBVET, EREHI,IXFTRLTNSELEMIDA2021
FRICHBTHEFRENAXFL EADIRYS L RICESIHTT.

|B3RDPDB 74— b &ELERTHIRIED &L \PDBX/mmCIF 74— vh THOERIT, B
g&#%&i EENAST—SZERAICRETEREORIMELBEROY RIS OBHVE

wwPDBTI3,10 5L EDRFEP2XFLLEDChain IDZEFDPDBI/ M —IZDI\T
(3, BRICIBRDPDB 74— T3 EC R TE/R\D TPDBX/mmCIF 74— v TODH EHR
EZRHELTVET,

Refmac,Phenix®BusterizEDFRILT OS5 LA%F BT 5L, M EESPDBX/mmCIF
4= yb 774 I E R D TEET, wwPDBIZ, PDB74—vbH5PDBX/mmCIF 74—
TYMERTEY—EZXPV LT R—=2ADY—)L (MAXIT¥pdb_extract) H12#L TLVE
7. BROHDOPDBX/MMCIF74—vh 774 )V D% - i HICBIT HH 1R
3, wwPDB®Dweb# Ak (https://www.wwpdb.org/deposition/preparing-pdbx-
mmcif-files) 2R </EEN,

PDBx/mmCIF74—<vhZ,Jmol/JSMol, Molmil, Chimera, OpenRasMol, CCP4MG,
COOT, PyMOL, VMDZ2EDEBIRAIRLT TV —2 3 THYR—PENTVET DT,
HENITEALTRATETLOBMWNELET.

KBERAFRORARHN RERS
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mmCIF editor® B %

« wwPDBTI&, PDB7#4—< v PDBXx/mmCIF
TA—TIMAERT H-ODY—ILERELTULE
ER
v' pdb_extract

https://pdb-extract.wwpdb.org/

v MAXIT
https://sw-tools.rcsb.org/apps/MAXIT/index.html

» PDBjTCILEMTHEET HmMMCIFTT43—%FFEH
(TR A—H—F&EF )
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« PDBXx/mmCIF N
v" The master format of the wwPDB
v Ver.5.312
« PDBML .
v “direct translation” of mmCIF into XML AP T—3
* (Legacy) PDB format >&r§'§*3-j%

v" No more supported for deposition from July 1st,
 PDB/RDF

v’ Translation of PDBML into RDF/XML

v’ (Standard format for the Semantic web) Y,

« Experimental Data (X-ray, NMR, 3DEM=EMDB)

« Validation Report (PDF, XML, RDF)
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Field | Column | FORTRAN |
No. | range | format | Description
1. | 1- 6 | a6 | Record ID (eg ATOM, HETATM)
2. | 7 - 11 | 15 | Atom serial number
- 12 - 12 | 1X | Blank
3. 13 - 16 | y.vA | Atom name (eg " CA " , " ND1")
4. | 17 - 17 | Al | Alternative location code (if any)
5. | 18 - 20 | A3 | Standard 3-letter amino acid code for residue
- 21 - 21 | 1X | Blank
6. | 22 - 22 | Al | Chain identifier code
7. | 23 - 26 | 14 | Residue sequence number
8. | 27 - 27 | Al | Insertion code (if any)
- 28 - 30 | 3X | Blank
9. | 31 - 38 | F8.3 | Atom's x-coordinate
10. | 39 - 46 | F8.3 | Atom's y-coordinate
11. | 47 - 54 | F8.3 | Atom's z-coordinate
12. | 55 - 60 | F6.2 | Occupancy value for atom
13. | 61 - 66 | F6.2 | B-value (thermal factor)
- 67 - 67 | 1X | Blank
14. | 68 - 70 | 13 | Footnote number
1 2 3 4 5 6
12345678901234567890123456789012345678901234567890123456789012345678
ATOM 1751 N GLY C 250 32.286 1.882 43.206 1.00 22.00
ATOM 1752 CA GLY C 250 32.365 1.086 41.969 1.00 21.39
ATOM 1753 ¢C GLY C 250 31.538 1.735 40.864 1.00 20.79
ATOM 1754 O GLY C 250 30.621 2.527 41.152 1.00 21.58 15
e
loop
_atom_site.group_ PDB
_atom_site.id
_atom_site.type_symbol
_atom_site.label_atom id
_atom_site.label alt id
_atom_site.label comp_id
_atom_site.label asym id
_atom _site.label entity_ id
_atom_site.label seq_id
_atom_site.pdbx_PDB_ins_code
_atom_site.Cartn_x
_atom_site.Cartn_y
_atom site.Cartn_z
_atom_site.occupancy
_atom_site.B_iso_or_equiv
_atom_site.Cartn_x_esd
_atom_site.Cartn_y esd
_atom site.Cartn_z esd
_atom_site.occupancy_esd
_atom_site.B_iso_or_equiv_esd
_atom_site.pdbx_formal_ charge
_atom_site.auth_seqg_id
_atom_site.auth comp id
_atom_site.auth_asym_id
_atom_site.auth_atom id
_atom _site.pdbx PDB_model num
ATOM 1 N N .ALAA 11 ? 38.840 0.236 1.012 1.00 34.65 2?2 2 2 2 2 21 ALA AN 1
ATOM 2 cC CA .AIAA11 ? 38.356 -0.999 0.357 1.00 42.26 2 2 2 2 2 21 ALA ACA 1
ATOM 3 c C . ALAA 11 ? 37.098 -1.547 1.056 1.00 41.25 2 2 2 2 2 21 ALA A C 1
ATOM 4 o o .ALAA 11 ? 36.619 -0.946 2.028 1.00 29.44 2?2 2 2 2 2 21 ALA A O 1
ATOM 5 C CB .AlIAA11 ? 39.398 -2.114 0.379 1.00 40.70 2 2 2 2 2 2 1 ALA ACB 1
ATOM 6 N N . SERA 12 ? 36.610 -2.666 0.495 1.00 32.67 2 2 2 2 2 2 2 SER A N 1
ATOM 7 C CA . SERA 12 ? 35.411 -3.244 1.202 1.00 34.90 2 2 2 2 2 2 2 SER A CA 1
ATOM 8 c C . SERA 12 ? 35.683 -4.740 1.081 1.00 38.30 2 2 2 2 2 2 2 SER A C 1
ATOM 9 o o . SERA 12 ? 36.827 -5.147 0.747 1.00 28.59 2 2 2 2 2?2 2 2 SER A O 1
ATOM 10 C CB . SERA 12 ? 34.063 -2.660 0.823 1.00 24.49 2?2 2 2 2 2 2 2 SER ACB 1
ATOM 11 O OG . SERA 12 ? 33.031 -3.308 1.686 1.00 20.37 2 2 2 2 2 2 2 SER A OG 1
16
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'COMPARISON PANEL

::::::

= Batch search against Chemical
Component Dictionary with
automated CCD ID assignment

/
.\'I y

o

= Captures and displays author-
provided chemical information

= Comparison panel

(1, J
TN I
N
>
Jmol

= 2D and 3D views of ligand

for review
. Deposited instance from
= ID assignment coordinates (left) and the closest
: . tch in the dicti ight
= Display of local ligand electroff@™ i the dictionary (right)
density fit

Local ligand density display (1.5 sigma omit map)
Top: REA in entry 1CBS with LLDF=1.31 (RSR=0.10, CC=0.95)
Bottom: TMP in entry 3HW4 with LLDF=6.77 (RSR=0.41, CC=0.70)
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Electron density around NAP A 1270:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF, (at 3 rmsd) in purple (negative)
and green (positive)

)
SEIOEFHIZEY. wwPDBIZHREELR—RIINZ T, #REED
BIETERSNSBEFEEITYTDZRE(2mFo-DFc & mFo-
DFc) &5 EICIRIELET . ARSI -EFEEITYT D&
#]IE. FHLOLWIU N =D RSN BEEIZPDB7—hAJ(21B
man., BEEOIVR)—IIHLTIE,. ET M) —DREEL
R—rE=B1ERT AEIZ.PDB7—AATIZEBMTBAFET
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: PDBj
PDB Core Archive Downloads™— ~

RCSB PDB
Total FTP Total FTP RCSBPDB PDBe FTP PDBe PDBj FTP PDB;j
Year Total Archive Website Archive Website Archive Website Archive Website

2017 679,421,200 454,723,083 224,698,117 369,868,918 143,839,718 40,168,072 65,420,002 44,686,093 15,438,397
2016 591,876,087 366,677,897 225,198,190 293,648,366 161,208,456 30,274,284 44,432,830 42,755,247 19,556,904
2015 534,339,871 368,244,766 166,095,105 255,346,630 111,802,897 48,544,330 41,127,219 64,353,806 13,164,989
2014 512,227,251 339,183,721 173,033,530 237,168,615 110,115316 52,362,370 48,031,414 49,662,736 14,886,800
2013 441,262,210 296,176,290 145,085,920 215,331,908 97,549,580 43,684,850 37,762,496 37,159,532 9,773,844
2012 376,944,070 255,837,735 121,106,335 213,510,347 90,438,501 21,601,103 23,982,801 20,726,285 6,685,033
2011 383,131,048 276,952,286 106,178,762 204,939,406 81,560,098 40,960,368 18,515,245 31,052,512 6,103,419

2010 294,326,976 213,180,966 81,146,010 159,248,214 64,569,658 34,383,219 14,017,349 19,549,633 2,559,003

More than 1.8 million/day! -_ ‘m -- '-

N.B.: Some 2018 data lost due to GDPR.
Hope to be back on track for 2019->.

PDBj
20184 D PDBjFI k]

= TOtR#E 46,552,329

‘H il i\ ‘\ i hl |

1§ 2B 3B 4E s5E 6B 7B 8E 9B 108 118 128

2018 2018 2018 2018 2018 2018 2018 2018 2018 2018 2018 2018 awstats T7 It R IK;
A ] e S . *EHE

1E 2018 41,727 63,156 824,564 2,114,048 119.42Gb
2E 2018 41,577 62,937 590,840 2,129,640  57.43 Gb
3E 2018 37,516 58,173 425,064 1,455,546  38.36 Gb ({b‘“) PDB;] F i web
4E 2018 37,631 62,667 639,457 2,278,456  53.16 Gb .
5E 2018 46,797 76,188 1,109,983 3,054,882  50.90 Gb service®)
65 2018 46,115 79,588 984,962 2,848,238  129.53 Gb e 3
7E 2018 45,595 76,566 859,890 2,711,201 68.90 Gb 1ER DR AR
8E 2018 32,244 54,792 515,359 1,638,583  45.14 Gb (I’ObOt accesslEfz<)
9E 2018 31,514 53,501 523,068 1,612,207  39.08 Gb
104 2018 43,108 81,670 892,467 2,704,102  60.58 Gb
118 2018 43,460 118,790 1,063,164 2,528,229  76.97 Gb
128 2018 35,653 83,638 780,984 2,398,438  60.62Gb

&5t 482,977 872,066 9,210,402 27,873,570 840.10 Gb
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1 Overall quality at a glance (i

The reported resclution of this entry is Z60 4.
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wwPDB X-ray Structure Validation Summary Report

These plots are drown for all protein, RNA and
chain summnrises the proportios of errom dmpln.yr_‘d in the second grap
shows the y_-qumne- view annmatated by i

Feb 28, 2014 - 04:13 AM GMT

any outlier are ahown as o green connector. Residus pressnt in the sumpls, b'Jt not in the lr_ad'-l
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& Molseule 1: Keloh-like ECH-nasocinted protein 1
Chaiz A:

PDB ID
Title

A[reported)

Thin i= & wwPDB validation summary report Jor a pablicly released PDB entry.
W weloame your comments oz validationimail wwpdb.org
A user guide i wnilnble at hep fwwpdb s Validuses PO Notes bl
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o Molecule 2: Peptide from Sequestoscme. 1
Chain B:
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: PDB
wwPDB FoundationlZZffiZ ! ==

— = Website

Protein Data Bank HOME  EVENTS  SPONSORS AND DONATIONS ~ BOARD
The Worldwide Protein Data Bank Foundation

Foundation
supports the outreach activities of the wwPDB : u F u n d ra | S | n g
=

that are crucial to the future of the PDB archive,

including workshops, symposia, and advisory 2" =& On'gOing
= 2021 PDB50

meetings.

B

About Us The Protein Data Bank Archive

The wwPDB Foundation was established in 2010 to raise funds in support - Since 1971, the Protein Data Bank archive (PDB) has served as
of the outreach activities of the wwPDB. The Foundation has raised funds g the single repository of information about the 3D structures of
to help support PDB40, a symposium celebrating the 40th anniversary of v proteins, nucleic acids, and complex assemblies.

the archive; workshops; and educational publications.

http://foundation.wwpdb.org/

% B e 'e2”  The Worldwide PDB (wwPDB) organization manages
Individual and institutional donations to the wwPDB are critical to the mn.;,,‘ pata sank the PDB archive and ensures that the PDB is freely and
future of the PDB archive. publicly available to the global community.

The Foundation is chartered as a 501(c)(3) entity exclusively for scientific,
literary, charitable, and educational purposes.

The worldwide Protein Data Bank

wwPDB data centers serve as deposition, annotation, and distribution sites of
the PDB archive. Each site offers tools for searching, visualizing, and
analyzing PDB data.
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