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NMR-STAR v3 e < BMRB/XML
BMRBxTool

BRI <BMREx :entryCategory>
# Entry information # <BMREx :entry 1d="15406" -
R R T R L L R R <BMRBx:accession_dote>2006-12-07+89:00</BMREx :accession_daotes
<BMRBx:bmrb_internal_directory_name xsi:nil="true"/>
save_entry_information <BMRBx:details xsi:nil="true"/>
_Entry.Sf_category entry_information <BMREBx: experimental _method>NMR</BMRBx : experimental _method>
_Entry.5f_framecode entry_information <BMRBx : experimental _method_subtype=S0LUTION</BMRBx : experimental_method_sut
_Entry.ID 15468 <BMRBx:last_release_date xsi:nil="true"/>
_Entry.Title <BMRBx: nmr_star_version>3.8.8.188</BMRBx:nmr_star_version=
: <BMREBx:original_nmr_star_version=3.0.8.100</BMREx:original_nmr_star_wversic
Backbone and side chain chemical shift assignments of the F1 <BMRBx:original_release_date xsi:nil="true"/>
53-to-5-flurotryptophan mutant of human cardiac troponin C <BMRBx:origination=author</BEMRBx:origination=
g <BMRBx:sf_category=entry_information</BMRBx:sf_category>
_Entry.Version_type new <BMRBx:sf_framecode=entry_information</BMRBx:sf_framecode>
_Entry.Submission_date 20B7-87-20 <BMRBx : submission_date>2006-12-67+09:00</BMREx: submission_date>
_Entry.Accession_date 20B7-87-28 <BMREx:title-Backbone and side chain chemical shift assignments of the F1°
_Entry.Last_release_date . 5-flurotryptophan mutant of human cardiac troponin C</BMRBx:title=
_Entry.Original_release_date : <BMRBx:version_type=original </BMRBx:version_type>
_Entry.Origination author </BMRBx :entry=
_Entry.NMR_STAR _version 3.8.8.160 </BMRBx :entryCategory>
_Entry.Original _NMR_STAR_versicn 3.8.8.160
_Entry.Experimental_method NMR bmr15400.xml
_Entry.Experimental_method_subtype solution
_Entry.Details .
_Entry.BMRB_internal_directory_name

bmr15400.str

o | | PDBj
Yokochi et al., J. Biomed. Sem. (2016) BMRB
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<BMRBx:entryCategory>
<BMRBx :entry id="15468">
<BMREx :accession_date=2006-12-87+09:00</BMRBx :accession_dates>
<BMRBx :bmrb_internal_directory_name xsi:nil="true"/>
<BMRBx :details xsi:nil="true"/>
<BMREBx : experimental _method>NMR</BMREx : experimental _method:>
<BMRBx : experimental_method_subtype=SOLUTION</BMRBx: experimental _method_subtypes>

<BMRBx:last_release_date xsi:nil="true"/> BMRB/RDF

<BMRBx :nmr_star_version=3.0.8.100</BMREx : nmr_star_version:>

<BMRBx:original_nmr_star_version=3.0.8.100</BMRBx:o <BMRBo: has_entryCategory>
<BMRBx:original_release_date xsi:nil="true"/> <BMRBo: entryCategory rdf:about="http://bmrbpub.protein.osaka-u.ac. jp/rdf /bmrlt
<BMRBx :origination=author</BMRBx:origination= <BMRBo:has_entry>
<BMRBx :sf_category=entry_information</BMRBx:sf_cate <BMRBo:entry rdf:about="http://bmrbpub.protein.osaka-u.ac.jp/rdf/bmrl1544
<BMRBx:sf_framecode>entry_information</BMRBx:sf_fra <BMRBo:of_datablock rdf:resource="http://bmrbpub.protein.osaka-u.ac.;
<BMREx : submission_dote-2006-12-87+89 :00</BMREx : subm <BMRBo:entry. 1d>15408</BMRBo: entry. id>
<BMRBx:title-Backbone and side chain chemical shift <BMRBo: entry.accession_date>2006-12-67+09:00</BMRBo: entry.accession_
5-flurotryptophan mutant of human cardiac troponin C</EMR <BMRBo:entry. experimental_method>MMR</BMREo: entry .experimental _methoc
<BMRBx :version_typesoriginal</BMRBx:version_types> <BMRBo:entry. experimental_method_subtype>SOLUTION</BMRBo: entry. expers
</BMRBx : entry> <BMRBo:entry.nmr_star_version=3.8.8.108</BMRBo:entry.nmr_star_versior
</BMREx:entryCategory> <BMRBo:entry.original_nmr_star_version=3.0.8.100</BMRBo:entry.origine
<BMRBo:entry.origination=author</BMRBo: entry.origination=
b mrl 5400 XM I <BMRBo:ent r‘: .sf _Ea: egory=entry_i nfomution-:a}:BMREg :entry.sf_category=

<BMRBo:entry.sf_framecode>entry_information</BMRBo:entry.sf_framecods
<BMRBo:entry. submission_date>2006-12-07+89:00</BMREo: entry. submissior
<BMREo:entry.title=Backbone and side chain chemical shift assignment:

ﬁ tryptophan mutant of human cardiac troponin C</BMRBo:entry.title>

<BMRBo:entry.version_type>original</BMRBo:entry.version_type>

BM RBOTOOI </BMRBo: entry>

</BMRBo:has_entry>

</BMRBo: entryCategory> bmr15400rdf

</BMRBo: has_entryCategory>

PDB = RDF: Resource Description Framework PDB]
J BMRB

Protein Data Bank Japan




PDB|-BMRB - Home

bmrbdep.pdbj.org

Feedback

PDBj
E BH&B Deposition - Search ~ Archives ~ Mirrors ~ Language ~ About ~

eoce

PDBj-BMRE - EntryListMaster

D bmrbdep.pdbj.org/top_search/all

11561 BMRB entries and 1324 Me

Everything

- e.g., Entry ID, Macromole

Sequence

PDBj-BMRBE group in Osaka Uniy
Bioscience Database Center) cont
and archiving experimental NMR
empower scientists in their analy
further development of biomoleg
parameters through our depositior
try our new search service above
sequence, structure, NMR data a‘
IntAct, BMRB-Metabolomics and U

Contents

-
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PoB ) EMDB )  Swiss-Prot @D  Metabolomics  Ligand Expo €J

Showing 7 - 10 of 276 Documents, order by Relevance

) BMRB: 17915 PFBD: High-throughput Strategy of Backbone fold Determination for small well-folded
proteins in less than a day
Authors: Kumar, D.DR., Hosur, R.PROF.
& Assembly: SH3
— Entity: 1. SH3 (polymer, Thiol state: not present), 62 monomers, 7219.162 Da Detail»
2. LL5 (non-polymer, Thiol state: not present), 334.436 x 5 Da
Total weight: 8891.342 Da
AL Max. entity weight:  7219.162 Da
score: 1692.000 Source organism:  Gallus gallus
Exptl. method: SOLUTION NMR
Refine. method: simulated annealing
Data set: assigned_chemical_shifts
Chem. Shift Compl.: Sequence coverage: 95.2 %, Completeness: 33.7 %, Completeness (bb): 64.1 % Detail »
DSSP Logo:  Calculated from 20 models in PDB: 2LJ3, Strand 1D: A Detail »
Protein Blocks Logo: Calculated from 20 models in PDB: 2LJ3, Strand ID: A Detail »
Relative SASA:  Calculated from 20 models in PDB: 2LJ3, Strand ID: A Detail »
Release date: 2010-10-30
Citation: Facile backbone (1H, 15N, 13Ca, and 13C') assignment of 13C/15N-labeled proteins using

orthogonal projection planes of HNN and HN(C)N experiments and its automation (7
Kumar, D., Borkar, A., Hosur, RV,
Magn. Reson. Chem. (2012), 50, 357-363, PubMed: 22508472 [, DOI: 10.1002/mre.3801 [, Abstract »
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PDEj-BMRE - EntryListMaster

D] bmrbdep.pdbj.org/top_search/all

scone: 1651.000

Feedback

Authors:

Assembly:

Entity:

Formula weight:

® O

Xue, Y., Paviova, M.S., Ryabov, Y.E., Reif, B., Skrynnikov, N.R.

SH3 monomer

1. SH3 monomer (polymer, Thiol state: not present), 62 monomers, 7219.162 Da Detail »
7219.162 Da

PDEj-BMRE - EntryListiMaster

bmrbdep.pdbj.org/top_search/all
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Temperature: 205 (+0.2) K, pH: 5.0 (=0.05)
List #1: 52_parameters 15N_22C

Order parameter
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RDFT—A®MFIA:SPARQLIZKDAEELRE
—_ | SR —

[ NN » PDBj-EMRB - Examples

- L NN
(- | (i) | bmrbpub.protein.osaka-u.ac.jp/examples.htmi#sparqgl-endpoint

{ 4= | () | bmrbpub.protein.osaka-u.ac.jp/examples.htmi#spa

Virtuoso SPARQL Query Editor

About | Mamespace Prefixes | Inference ru entw-ld Seq-ld comp—ld ca_ppm

Default Data Set Name (Graph IRI) "10043" ['82" |"ALA" "55.296"
http:/{bmrbpub.protein.osaka-u.ac.jp/rdf/bmr "10043" ['83" WAL "66.916"
Query Text "10043" ["84" ["PHE" "61.771"

# 16. Select all assigned chemical shifts of alpha carbon:
a -Lg L 1 a p a a Il'|0043" |r'|3|| IILYS“ "59.889"

PREFIX BMRBo: <http://bmrbpub.protein.osaka-u.ac.jp/schema/mmeif_nmr-star.owlis "10043" ['85" "LYS" "50.519"

SELECT Pentry_id ?seq_id Pcomp_id Pca_ppm "10043" "86" "GLu" "58.010"

FROM <http://bmrbpub.protein.osaka-u.ac. jp/rdf/bmr=

WHERE { "10043" "87"  |'"LEU" "57.597"
?s_co BMRBo:atom_chem_shift.atom_id “"CA" ; "10043" |'88" "VAL" "65.597"

BMRBo:atom_chem_shift.atom_type "C" ;

BMRBo:atom_chem_shift.entry_id 7entry_id ; "10043" '8" ‘Lys” '58.88¢"

BMRBo :atom_chem_shift.seq_id ?seqg_id ; "10043" ["90" nAAL" "651.523"

BMRBo :atom_chem_shift.comp_id 7comp_id ; .

BMRBo :atom_chem_shift.val Pco_ppm . "10043" "a1" "Lys" "RY BT2"
} LIMIT 1@@ "10043" ['g2" ["WVAL" "62.372"

1] 'I 0043 il “93" lIWRIi II5?-2? 'I il
Il'I 0043" “94" lISERII II5?-?03H
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SSD1: m.2 Samsung 256GB (read/write ~900MB/sec) 51 &5 —4E
SSD2: SanDisk 480GB (read/write ~480MB/sec) OSH
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spec-type

3[& 8->6->1DNN
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