Rowan University

Rowan Digital Works

Student Research Symposium Posters

Apr 26th, 8:00 AM

Analysis of Motif Distributions in Regions of Endocytic Proteins

Chante Bethell
Bioinformatics, Rowan University

Stephanie J. Spielman, PhD
Department of Biological Sciences, Rowan University

Follow this and additional works at: https://rdw.rowan.edu/student_symposium

Cf Part of the Bioinformatics Commons
Let us know how access to this document benefits you - share your thoughts on our feedback
form.

Bethell, Chante and Spielman, PhD, Stephanie J., "Analysis of Motif Distributions in Regions of
Endocytic Proteins" (2019). Student Research Symposium Posters. 2.
https://rdw.rowan.edu/student_symposium/2019/apr26/2

This Poster is brought to you for free and open access by the Conferences, Events, and
Symposia at Rowan Digital Works. It has been accepted for inclusion in Student Research
Symposium Posters by an authorized administrator of Rowan Digital Works.


https://rdw.rowan.edu/
https://rdw.rowan.edu/student_symposium
https://rdw.rowan.edu/student_symposium?utm_source=rdw.rowan.edu%2Fstudent_symposium%2F2019%2Fapr26%2F2&utm_medium=PDF&utm_campaign=PDFCoverPages
http://network.bepress.com/hgg/discipline/110?utm_source=rdw.rowan.edu%2Fstudent_symposium%2F2019%2Fapr26%2F2&utm_medium=PDF&utm_campaign=PDFCoverPages
https://www.lib.rowan.edu/rdw-feedback?ref=https://rdw.rowan.edu/student_symposium/2019/apr26/2
https://www.lib.rowan.edu/rdw-feedback?ref=https://rdw.rowan.edu/student_symposium/2019/apr26/2
https://rdw.rowan.edu/student_symposium/2019/apr26/2?utm_source=rdw.rowan.edu%2Fstudent_symposium%2F2019%2Fapr26%2F2&utm_medium=PDF&utm_campaign=PDFCoverPages

Analysis of Motif Distributions in Regions of Endocytic Proteins
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Figure 3: This plot shows motif distributions for the known the CME proteins (the five subunits of AP2 and the associated kinase, AAK1).
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A subset of identified candidate CME proteins

Protein name? UNIPROT Disordered Ordered Select Gene Ontology (GO) terms? Conclusions

accession ID  Region Count Region Count

Insulin receptor substrate 2 Q9Y4H2 17 1 YXX[LIMFV] Insulin receptor binding, protein kinase binding, brain development, lipid homeostasis, signal - : : : : - -
transduction The distribution of motifs in the disordered versus

Insulin receptor substrate 1 P35568 14 0 YXX[LIMFV] Insulin receptor binding, transmembrane receptor protein tyrosine kinase adaptor activity, ordered l’egiOHS are not a|WayS enriched in
glucose homeostasis . :
endocytic proteins.

Transport protein Sec24B 095487 11 2 YXX[LIMFV] Coat protein complex Il (COPII) vesicle cargo loading, COPII vesicle coating, intracellular protein _ _ _ _
transport " We identify dozens of proteins that are enriched
Protein PRRC2A P48634 10 0 YXX[LIMFV] RNA binding for CME motifs in their disordered regions. These
Mucin-16 SWXI7 10 1 YXX[LIMFV Cell adhesion, stimulatory C-type lectin receptor signaling pathway, transmembrane domain . :
4 [ ! can be targeted for further experimental testing for
Trichohyalin Q07283 14 1 X[DE]XXXL[LI] Calcium ion binding, transition metal ion binding, intermediate filament organization involvement in the CME pathway.

[ ' -li [ Cellular component of the Golgi apparatus . . : . :
Golgin subfamily A member 6-like protein 4 A6NEF3 11 0 X[DE]JXXXL[LI] P glapp experlmentally characterized with functional motifs
Coiled-coil domain-containing protein 136 Q96JN2 11 0 X[DE]XXXL[LI] Acrosome assembly, single fertilization, spermatogenesis, transmembrane domain _ _ _ _

, e _ e according to the Eukaryotic Linear Motif database
Mucin-17 E7EPM4 9 0 X[DE]JXXXL[LI] Cellular homeostasis, O-glycan processing, stimulatory C-type lectin receptor signaling pathway
(http://elm.eu.org/).
Receptor protein-tyrosine kinase E9PFD7 3 0 NPXY ATP binding, transmembrane receptor protein tyrosine kinase signaling pathway
Transmembrane channel-like protein F5GYUS8 3 0 NPXY Integral component of plasma membrane
Calreticulin K7EJB9 3 0 NPXY Calcium ion binding, unfolded protein binding, protein folding
Calmegin 014967 3 0 NPXY Calcium ion binding, protein folding chaperone, unfolded protein binding, binding of sperm to B|b| iog raphy
zona pellucida, transmembrane domain

Receptor protein-tyrosine kinase B4DTR1 2 0 NPXY ATP binding, transmembrane receptor protein tyrosine kinase activity
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Kruppel-like factor 18 protein AOAQU1RQI7 51 1 [STIXXXX[LI] Regulation of transcription by RNA polymerase Il, nucleic acid binding
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