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C?;Raptorm My Jobs |Docs| Download Inquiry & Bug Report | About | Xu Group | Forum
&P"

. ; ; it e ™ - -
RaptorX: a Web Portal for Protein Structure and Function Prediction Login to your account Rapto rX StrUCtU re Pred | Ctl on
This web portal for protein structure and function prediction is developed by Xu group, excelling at secondary, tertiary and contact Once you submit one job with your
prediction for protein sequences without close homologs in the Protein Data Bank (PDB). Given a protein sequence, RaptorX email, an account is automatically
predicts its secondary and tertiary structures as well as contact map, solvent accessibility, disordered regions and binding sites. created for you. Fill in your email ..
RaptorX assigns confidence scores to indicate the quality of prediction results. RaptorX-Binding predicts the binding sites of a address below to see the status of all Rapto rX P rO pe rty P red I Ctl O n
protein sequence, based upon the predicted 3D model by RaptorX. More details can be found HERE. your jobs.

. . i Email:l mymail@university.edu
Currently the following servers are running. Instructions. ..
RaptorX Structure Prediction: template-based tertiary structure prediction. For only k y Rapto rX CO ntact PrEd | Ctl on
secondary structure prediction, please use RaptorX-Property, which is much faster. This p <
server is ranked 1st in the past 3 months in the fully-automated blind test CAMEO. See here Server Status
. = . = . = 82 N b d. - - - -

for a ranking list of the publicly-released structure prediction servers. Soét}ozspzzngl?n e st 24 e Rapto rX B | nd | ng Pred|Ct|0n

Submit][Find jobs by: ID or sequence,Email][Example][Refs: 1,2,3,4

[4" ! y - IL - ][ I _] 5486 jobs done in the last 30 days
RaptorX Property Prediction: protein structure property prediction without using templates, #server users: 40140 RaptO I‘X StI’UCtU re AI |gnment
including secondary structure, solvent accessibility, and disordered regions. RaptorX- | #processed jobs: 247640 )

Property was ranked 1st in secondary structure prediction in a third-party evaluation work
published in Briefings in Bioinformatics.
[Submit][Find jobs by:ID or sequence, Emaill[Example][Refs:1,2,3,4][Software Download]
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ABCA12 and ABCA1 seqg alignment

LENGTH SCORE IDENTITY

SIMILARITY

2008 33015 62012808 {29.2%) 1289/2808 (43.9%) 760/2808 (27.1%)
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ABCA12 has two nucleotide-binding sites:

1378-1375 GPNGAGKT
2290-2297 GVNGAGKT
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ABCA12 mutant structure prediction

Normal

Two mutation:

N920S
Y2335C
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ABCA12 mutant structure prediction
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ABCA12 mutant structure prediction

N920S mutation
extracellular domain ( ECD )



ABCA12 mutant structure prediction

Y 2335C mutation

transmembrane domain ( TMD )
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—_— active siRNA complex
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rrrrTrTrTrrrTrrrTT T T mRNA

8, target recognition
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Gisela Storz, Science, 296(5571):1263-1265. 2002.
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