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fungal virulence and pathogenesis mechanism.
Other IDs:
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ORCID has been working with many member organizations to make it easy o connect your
ORCID iD, and import information from their records. Choose one of the imports wizards to get
started.

Australian National Data Service (ANDS) Registry
Import your research datasets into ORCID from Australian National Data Service (ANDS) and
Research Data Australia (RDA). ANDS is partnering with Australian research institutions and data
producing agencies to improve discovery and reusability of research data across many research
domains from earth science to technology and engineering.

CrossRef Metadata Search
Search CrossRef's comprehensive metadata on journal articles, conference proceedings and
monographs. Easily add search results to your ORCID profile.

Europe PubMed Central

Europe PubMed Central (Europe PMC) offers this tool to enable you to link anything in Europe
PMC to your ORCID. Europe PMC contains all of PubMed, 500K records from Agricola that cannot
be found in PubMed, 4 million Patents and 2.6 million full text articles that we share with PMC in
the USA.

ResearcherID

ResearcherlD is a global, multi-disciplinary scholarly research community where members can
register for unique identifier, build a profile of their scholarly works, view citation metrics,and
search for like-minded researchers.

Scopus to ORCID
Import your Identifier, profile and publications. The wizard helps you find the correct Scopus profile
and to confirm your publications. You can then import the identifier and list of publications into
ORCID. Any changes you make will be submitted to the Feedback team to update your Scopus
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Connecting Research
and Researchers

CONNECTING
CrossRef Metadata Search
WITH YOUR ORCID RECORD

CrossRef Metadata Search CrossRef Metadata Search
has asked for the following access to your ORCID Record Search CrossRef's comprehensive metadata on journal articles,
conference proceedings and monographs. Easily add search results to
Add a publication to your publications list your ORCID profile.

Read limited info from your ORCID Record

This application will not be able to see your ORCID password, or
other private info in your ORCID Record

Deny Autho
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CO2 sensing in fungi and beyond
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d Dec 2006 in Current Opinion in Microbiology vo
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D Effects of Alcohol Compounds on the Growth and Lipid Accumulation of Oleaginous Yeast
Trichosporon fermentans

Journal Article p 5 Oct 2012 in PLoS ONE

100 46975

Authors: Chao Huang, Hong Wu, Li-ping Liu, Wen-yong Lou, Min-huz Zong
Editors: Yong-Sun Bahn

DOAJ Oxygen and an Extracellular Phase Transition Independently Control Central Regulatory Genes
and Conidiogenesis in Aspergillus fumigatus

Journal Article shed 5 Sep 2013 in PLoS ONE volume 8

Authors: Myoung-Hwan Chi, Kelly D. Craven
Editors: Yong-Sun Bahn

@

DOAJ Characterization of the Chromosome 4 Genes That Affect Fluconazole-Induced Disomy
Formation in Cryptococcus neoformans

Journal Article p d 7 Mar 2012 in PLoS ONE volume

e e33022
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started.
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Research Data Australia (RDA). ANDS is partnering with Australian research institutions and data
producing agencies to improve discovery and reusability of research data across many research
domains from earth science to technology and engineering.

CrossRef Metadata Search
Search CrossRefs comprehensive metadata on journal articles, conference proceedings and
monographs. Easily add search results to your ORCID profile.

Europe PubMed Central

Europe PubMed Central (Europe PMC) offers this tool to enable you to link anything in Europe
PMC to your ORCID. Europe PMC contains all of PubMed, 500K records from Agricola that cannot
be found in PubMed, 4 million Patents and 2.6 million full text articles that we share with PMC in
the USA.

ResearcherlD

ResearcherlD is a global, multi-disciplinary scholarly research community where members can
register for unique identifier, build a profile of their scholarly works, view citation metrics,and
search for like-minded researchers.

Scopus to ORCID

Import your ldentifier, profile and publications. The wizard helps you find the correct Scopus profile
and to confirm your publications. You can then import the identifier and list of publications into
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Tite: A Flucytosine-Re sponsive Mop1/Swid-Like Protein, Wios1. Plays Pleiotropic Roles in Anfiungal Drug Resistance. Stress Response. and Virulence of Criptococcus neaformans
Auther(s): Song, Hin-Hes; Lee, Jang-Won; Kim, Hin Su et al.

Source: Eukaryotic Cell Volume: 11 Issue: 1 Pages: 53.67 Published: JAN 2012

Times Cted: 1

DOL: 10.1128/EC.05236-11

2. Title: Gryptacoceal Titan Gell Formation Is Requiated by G-Protein Signaling in Response to Wultiple Stimuli
Author(s). Okagaki, Laura H.; Wang, Yina; Ballou, Elizabsth R ; et al
Source: Eukaryotic Cell Volume: 10 Issue: 10 Pages: 1306-1316 Published: OCT 2011
Times Cited:
DOL: 10.1128/EC.05179-11
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Author(s): Kim, Seo-Young; Ko, Young-Joom; Jung, Kwang-Woo; et al.
Source: Plos One Volume: 6 Issue: 4 Published: APR 13 2011
Times Cited: 2
DO 10.1371/journal pane.0018769
4. Titie: Multiple Roles of Ypd1 Phosphotransfer Protein in Viability. Stress Response. and Virulence Factor Requiation in Cryplacoccus neoformans
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Source: Eukaryotic Cell Volume: 10 Issue: 7 Pages: 998-1002 Published: JUL 2011
Times Citedt: 4
DOL: 10.1128/EC.05124-11
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Australian National Data Service (ANDS) Registry
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Research Data Australia (RDA). ANDS is partnering with Australian research institutions and data
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domains from earth science to technology and engineering.

CrossRef Metadata Search
Search CrossRefs comprehensive metadata on journal articles, conference proceedings and
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Europe PubMed Central
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Acta Crystallographica Section A
Foundations of Crystallography
Volume 67, Part 1 (January 2011)

research papers

by
Acta Cryst. (2011). A67, 56-62 [ doi:10.1107/S0108767310044892 ]

PVMR: assembling small helix fragments as structural solutions for molecular replacement CrossMark
F. Jiang and W. Ding

Abstract: A new real-space implementation of the molecular-replacement method is described. The method locates the search model in the
target crystal by maximizing the matching between the search-model vectors and the Patterson self and cross vectors. In previous waork, a new
rotation function was introduced for the molecular-replacement method [Jiang (2008). Acta Cryst. D64, 561-566]. This rotation function is
calculated by matching the search model directly with both the Patterson self and cross vectars in real space. All the matches are summed and
averaged to enhance the overall signal-to-noise ratio for a given orientation of the search model. Recently, to aveoid the dependence of the
weights derived from the linear regression on the properties of the search model and the target crystal structure, such as secondary structures,
space groups and cell parameters, a dynamic correlation coefficient has been designed and used as the total rotation function score [Jiang &
Ding (2010). Chin. Phys. 8, 19, 106101]. This work further extends this idea to the implementation of translation search. A new real- or direct-
space translation function has been implemented by matching the cross vectors between the symmetry mates of the search model to the
Patterson cross vectors. This method enables effective searching for small helix fragments in the target crystal. Although the solution model
assembled by using multiple fragments of helix is insufficient to start ab initic phasing of the target crystal, it can be used to identify the known
protein folds in the Protein Data Bank that are homologous to the target structure. It can also be combined with other experimental and
theoretical models to screen and select for better search models for molecular replacement.

Keywords: Patterson vectors; scoring functions; dynamic correlation coefficient; homologous folds.

bibliographic record in | BIBTeX ﬂ format
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This document is current.
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This document is maintained by the publisher.

Document: : assembling small helix fragments as structural solutions for ..
Publication: Acta Crystallographica Section A Foundations of Crystallogr..
Published: 7 December, 2010

C f DOI Link to Publi: -Maintained copy:
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Acta Crystallographica Section D
Biological Crystallography
Volume 62, Part 10 (October 2006)

research papers

[ html [ pdf | cited in | contents of issue | open access

Acta Cryst. (2006). D62, 1196-1207 [ doi:10.1107/50907444906030915 ]

Application of the use of high-throughput technologies to the determination of protein structures of bacterial and CrossMark
viral pathogens

M. J. Fogg, P. Alzari, M. Bahar, 1. Bertini, J.-M. Betton, W. P. Burmeister, C. Cambillau, B. Canard, M. Carrondo, M. Coll, S.
Daenke, 0. Dym, M.-P. Egloff, F. J. Enquita, A. Geerlof, A. Haouz, T. A. Jones, Q. Ma, 5. N. i M. Migliardi, P. dlund, R.
J. Owens, Y. Peleg, G. Schneider, R. Schnell, D. I. Stuart, N. Tarbouriech, T. Unge, A. J. Wilkinson, M. Wilmanns, K. §. Wilson, O.
Zimhony and J. M. Grimes

Abstract: The Structural Proteomics In Europe (SPINE) programme is aimed at the development and implementation of high-throughput
technologies for the efficient structure determination of proteins of biomedical importance, such as those of bacterial and viral pathogens linked
to human health. Despite the challenging nature of some of these targets, 175 novel pathogen protein structures (~220 including complexes)
have been determined to date. Here the impact of several technologies on the structural determination of proteins from human pathogens is
illustrated with selected examples, including the parallel expression of multiple constructs, the use of standardized refolding protocols and
optimized crystallization screens.

Keywords: automation; miniaturization; cloning; expression; viruses; bacteria.
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Acta Crystallographica Section D
Biological Crystallography
Volume 62, Part 12 (December 2006)

addenda and errata

[ [ 7] open aceess
Acta Cryst. (2006). D62, 1571 [ doi:10.1107/S0907444906044246 ]

Application of the use of high-throughput technologies to the determination of protein structures of bacterial and viral CrossMark
pathogens. Corrigendum

M. J. Fogg, P. Alzari, M. Bahar, I. Bertini, J.-M. Betton, W. P. Burmeister, C. Cambillau, B. Canard, M. A. Carrondo, M. Coll, S.
Daenke, O. Dym, M.-P. Egloff, F. J. Enguita, A. Geerlof, A. Haouz, T. A. Jones, Q. Ma, S. N. Manicka, M. Migliardi, P. Nordlund, R. J.
Owens, Y. Peleg, G. Schneider, R. Schnell, D. I. Stuart, N. Tarbouriech, T. Unge, A. J. Wilkinson, M. Wilmanns, K. S. Wilson, O.
Zimhony and J. M. Grimes

Abstract: A correction is made to the name of one of the authors in Fogg et 2. (2008), Acta Cryst. D62, 1196-1207.

Keywords: automation; miniaturization; cloning; expression; viruses; bacteria.
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FundRef Registry

The FundRef Registry provides a common taxonomy of over 4000 funding body
names that FundRef participants should use to normalize Funder Names and IDs
for deposit

The list should be used to present authors with a pre-populated "Funder Name"
option at the time of submission, and can also be used fo match the funding names
in backfile content f this data has been previously extracted.

und

The list s available to download as an RDF file, and is freely available under a CCO
license waiver.

DOWNLOAD 4.2 MB (RDF)
Version History

+ November 19th 2013
Bug fixes to correct some labelling errors in the RDF. Funder count 4,817
« November 6th 2013
New Registry file incorporaing corrected hierarchy information for the US Department of Enery, separating out second and third tier
organisations. Funder count: 4,817
« May 28th 2013
First Registry File. Funder count: 4,785

o the exten

possible under law, CrossRef has waived all copyright and related or neighboring rights to the FundRef Registry
Additional Options

Download a CSV file of the funder names and identifiers in the FundRef Registry.

To suggest to the registry, contact fundref org. For more information about FundRef, visit

http: /AW crosstef org/fundref.
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FUNDING AGENCIES

Funding Agencies do not need to do anything to join FundRef. Publishers will deposit funding information from content that they publis, and
anyone can search this data using FundRef Search. Feedback from funding agencies, or questions about FundRef can be sent ta
fundref@crossret.org

PUBLISHERS

Sign up for FundRef by agreeing to the simple Terms and Conditions. There are no fees for participating in FundRef.

Incorporate the FundRef Registry into your submission system

1
2
3. Ask authors to input funding information on submission using the contralled vocabulary from the Registry.
4. Make sure your production system can support the additional FundRef metadata elements

5

Submit standardized FundRef data to CrossRef with your regular metadata deposits. Funder IDs from the FundRef Registry must be
included for any funder that is listed in the Reqistry.

6. Query CrossRef for funding data.
For an overview of FundRef watch our 20 minute pre-recorded FundRef Webinar (.mov)
Technical information on how to deposit FundRef data within the CrossRef schema can be found in FundRef Help
THE FUNDREF REGISTRY

The FundRef Registry is a taxonomy of intemational funder names, IDs, abbreviations, and aftemnate names denated by Elsevier. This
controlled vocabulary s freely available and should be incorporated info manuscript submission systems or used to reconcile funder names
in backile content ahead of deposit

PARTICIPATING PUBLISHERS

American Chemical Society (ACS)
American Diabetes Association

American Institute of Physics (AIP)
American Physical Sociely (APS)

American Psychiatric Publishing

American Psychological Association (APA)
American Society of Neuroradiology (ASNR)
Associalion for Compuling Machinery (ACM)
BioMed Central

BioScientifica

Copemicus Publications (Copemicus GmbH)
eLife Sciences Organisation

FapUNIFESP (SCiELO)

Hindawi Publishing Corporation

IEEE, Inc
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