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NAD T + H-O = ADP-D-ribose + nicotinamide. 4 1 Publication

NADP © + nicotinate = nicotinate- adenine dinucleotide phosphate + nicotinamide. # 1 Publication
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超链接资料/UCSC Genome Browser GTEx Track Settings.html

e RNAK-FF1E H 57K F: The Human Protein Atlas
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Cell : fBsEE BB\ Cell atlas - CD38 - The Human Protein Atlas.html

Tissue: 5% % Bl\Tissue expression of CD38 - Summary - The Human Protein Atlas.html
Pathology : #BEEIZFE\Expression of CD38 in cancer - Summary - The Human Protein Atlas.html
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超链接资料/Expression of CD38 in cancer - Summary - The Human Protein Atlas.html
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To improve security and privacy, we are maoving our web pages and services from HTTP to HTTPS.
To give users of web services time to transition to HTTPS, we will support separate HTTP and HTTPS semvices until June
From this date, the HTTP traffic will be automatically redirected to HTTPS.
More information or view this page using https
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e H=a-helix, -2

e B=residuein isolated B-bridge, B-1f

« E=extended strand, participates in B ladder, #1&
* G =3-helix (310 helix), 1ZjiE

e 1=5 helix (m-helix), 2JiE-5
* T=hydrogen bonded turn, #ff
e« S=bend, #Hf

e L=coil,
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JPred

WEE LT ZEIPred(versiond):
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Fidll: cD38 HUMAN (P28907)

Jpred 4

Incorporating Jnet

A Protein Secondary Structure Prediction Server

>
Input sequence(?) MANCEFSPYSGDKPCCRLSRRAQLCLGYSILVLILWYLANVYPRWROQWSGPGTTKRFP "

ETVLARCVEYTEIHPFEMRHYDCQSVWDAFKGAFISKHPCNITEEDYQPLMKLGTATVPCHN v

Advanced oplions (click to show/hide)

Make Prediction Reset Form

http://www.compbio.dundee.ac.uk/jpred/



(2 ) EREFERALEPDBEUEFFILEHIB LB LINER

Match found in PDB

The sequence you submitted is similar to those with known structure. These may provide a more accurate secondary
structure assignment than a JPred prediction.

If you still want to carry out a Jpred prediction click  continue

Hits found

Show entries

PDB Chain Description Blast E-value
2ef1 B ADP-ribosyl cyclase 1 e-154
Zefl A ADP-ribosyl cyclase 1 e-154
4cmh A ADP-RIBOSYL CYCLASE 1 e-152
1Zvm D ADP-ribosyl cyclase 1 e-152
izZvm  C ADP-ribosyl cyclase 1 e-152
1Zvm B ADP-ribosyl cyclase 1 e-152
izvm A ADP-ribosyl cyclase 1 e-152
MK B ADP-ribosyl cyclase/cyclic ADP-ri... e-152
MK A ADP-ribosyl cyclasefcyclic ADP-ri.. e-152



(3) AuARIEGRSEATM, 132/~ 4521

MANCEFSPVSGDKPCCRLSRRAQLCLGVSILVLILVVVLAVVVPRWRQOWSGPGTTRRFPETVLARCVKYTEIHPEMRHVDCQSVWDAFKGAFISKHPCNITEEDYQPLMKLGTQTVPC

HHHHHHHHHHHHHHHHAHHHHARHAR - ————————————— HHAHHHHHHHHH-HAFEEE - ———---HHHHHHHHHHHHA - - — - - ---HHHHHHHHHH

[WCGEFNTSKINYQSCPDWRKDCSNNPVSVFWKTVSRRFAEAACDVVHVMLNGSRSKIFDKNSTFGSVEVENLQPEKVQT LEAWVIHGGREDSRDLCQDPTIKELESIISKRNIQ
-------------------------- HHHHEHHHEHHEEEHEH -~ EEEE fmm e e e e e e :

PFO2267: Rib_hydrolayse - ADP-ribosyl cyclase

CATH domain 3.40.50.720: Alpha Bets, §-Layer(aba) Sandwich

CATH domain 3.40.50,720 CATH domain 1.20.82.10: Mainly Alpha

CATH domain 1.20.82.10: Mainly Alpha




PSIPRED

FRFTER R/ ZE | {SEFAPSI-BLASTAaN ST — e 544,
PSIPRED V3.0 RIS — STl EAIQ3/981.4% ( +0.6% ) .

The PSIPRED Protein Sequence Analysis Workbench

The PSIPRED Protein Seguence Analysis Workbench aggregates several UCL structure prediction methods into one location. Users can submit a
protein sequence, perform the predictions of their choice and receive the results of the prediction via e-mail or the web.
For a summary of the available methods yvou can read More...

NOTE: users who need to run our methods on a large number of proteins should consider downloading our software using the menu on the left
(Server Navigation -> Software Download).

The PSIPRED Team
Current Contributors David T. Jones, Daniel Buchan, Domenico Cozzetto & Kevin Bryson
Previous Contributors Tim Nugent, Federico Minneci, Anna Lobley, Sean Ward, Liam 1. McGuffin

For queries regarding PSIPRED: psipred@cs.ucl.ac.uk

Input Sequence Filter
Choose Prediction Methods

M psIPRED v3.3 (Predict Secondary Structure) Opisorrenz (Dizorder Prediction)

DpGenTHREADER (Profile Bazed Fold Recognition) CIMEMSATS & MEMSAT-SVM (Membrane Helix Prediction)
Oeioserf v2.0 (sutomated Homology Modelling) Ooompred (Protein Domain Prediction)

ClFrered 3 (Eukaryotic Function Prediction) O GenTHREADER (Rapid Fold Recoanition)

LI mMeEMPACK (5VM Prediction of TM Topology and Helix Packing) DpDanHF{EADEF{ (Fold Domain Recoanition)

U oomserf vz.0 (Automated Domain Modelling by Homology)
Help...

http://bioinf.cs.ucl.ac.uk/psipred/




Secondary Structure Map

Feature predictions are colour coded onto the sequence according to the seguence feature key shown below.
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Péla Rhéne-Alpss de Bioiformatique

# Home

@ Services 7= Teaching

PHD SECONDARY STRUCTURE PREDICTION METHOD

[Abstract] [NPS@ help] [Original server]

Sequence name (optional) : | |

Paste a protein sequence below : help
SGPGTTKRFP o)

ETVLARCVKYTEIHPEMRHVDCQSVWDAFKGAFISKHPCNITEEDYQPL
MKLGTQTVPCN

KILLWSRIKDLAHQFTOQVQRDMFTLEDTLLGYLADDLTWCGEFNTSKINY
QSCPDWRKDC

SNNPVSVFWIKTVSRRFAEAACDVVHVMLNGSRSKIFDKNSTFGSVEVHN
LQPEKVQTLEA

WVIHGGREDSRDLCQDPTIKELESIHSKRNIQFSCKNIYRPDKFLQCVKNP
EDSSCTSEI

Qutput width :

SUBMIT || CLEAR

User : public@115.27.201.6%. Last modification time : Thu Jan 14 22:03:55 2016. Current time : Fri Jan 12 12:55:04 2018

https://npsa-prabi.ibcp.fr/cgi-bin/npsa_automat.pl?page=/NPSA/npsa_phd.html



18 28 38 48 28 o8 78

HANCEFSPUSGDKPE{RLSRRAQLELGUSILULILUUULAUUUPRHRQQHSGPGTTKRFPETULARCUKY

CCCccCOCCCCCCoccccchhheeEeccEEEEEEEEEEEEEEECCcceecCCCCCoClC ~hHHHHHHhhee
TEIHPEMRHVDCQSVWDAFKGAF ISKHPCNITEEDYQPLMKLGTOQTYVPCNKILLWSRIKDLAHQF TOVOR
EEEecccccccchhHHHHHhC ceeEcCCCCCcccCchHHRhC CCcC o CC ceeeehhHHHHHHHHHHHR R h
DHFTLEDTLLGYLADDLTHCGEFNTSKIMYQS{PDHRKDCSNNPUSVFHKTUSRRFAEAACDUUHUHLMG
HHhhHHHHHHHHHHHhhheeeEEeccceccoccCoccccocCCCCCCcEEEEechHHHHHHHhc cEEEEEE T
SRSKIFDKNSTFGSVEVHNLOPEKVOTLEAWYIHGGREDSRDLCODPTIKELESIISKRNIQFSCKNIYR
CCceEEeCCCCCCEEEEeCCCcccchhheeecccCCCCCchhhoCCocchHHHHHHHhc ccceeccocect
PDKFLOCVEKNPEDSSCTSEL
Wl atula eeee COCCOOCCCC
Sequence length @ 380
PHD :

Alpha helix (Hh) 83 is 27.67%

338 helix (Gg) @ is B.ee%

Pi helix (Ii) 8 is  B.8e%

Beta bridge (Bb) : 8 is e.e8¥

Extended strand (Ee) : 71 is 23.67%

Beta turn (Tt) 8 is  @.ee8

Bend regicon (5s) @ is @.ee8%

Random coil (Cc) 146 is 48.67%

Ambiguous states (?) 8 is  @8.0e

Other states 3 8 is 8. 0a%
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L1t 168 158 2

T
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1
a8 2

o8

MR
\ W MMM _ “MM MMMM I

) 188 158 208 258

Residues with a scale reliability index of prediction of 5 and over (uppercase letters) are predicted at better than 82%.

Prediction result file (text): [PHD]
Intermediate result file (text): [BLASTP on NRPROT]
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PLCD38 N1+

CD 38 NAD

4. Autodock Vinafe/?

a) 141 H MGLTools & AR A/ N+ 33X (A SCHEE R 155
) , PUNTFALE ARG, S RN EN 15*15%158%,

b) A Vinadt T X8, A REIEAR-/ N T84 5%

c) FIAH PYMOL E/-xt#45 R, BN EEI/N FHRSEGH/Nr %
TR, SEARE—EEEER.

Qun Liu et al. Structural Basis for Enzymatic Evolution from a Dedicated ADP-ribosyl Cyclase to a Multifunctional NAD Hydrolase*.
October 2, 2009. The Journal of Biological Chemistry. 284, 27637-27645.



Qun Liu et al. Structural Basis for Enzymatic Evolution from a Dedicated ADP-ribosyl Cyclase to a Multifunctional NAD Hydrolase*.

October 2, 2009. The Journal of Biological Chemistry. 284, 27637-27645.
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Qun Liu et al. Structural Basis for Enzymatic Evolution from a Dedicated ADP-ribosyl Cyclase to a Multifunctional NAD Hydrolase*.
October 2, 2009. The Journal of Biological Chemistry. 284, 27637-27645.
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Qun Liu et al. Structural Basis for Enzymatic Evolution from a Dedicated ADP-ribosyl Cyclase to a Multifunctional NAD Hydrolase*.
October 2, 2009. The Journal of Biological Chemistry. 284, 27637-27645.
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* PromoterScan :

IR RATFESEANEERAS D HNAFEE BERE FESE
o EESTATA ERINEFEFF (weight matrix) S 5HCH, NERZH
DNARRBIHEFFX, B LARRFNAMRAMRER S, F19519kb
HI—AMBRPEME.

* Promoter 2.0 :

PR T AHETATA &,  CCAATE. NIERIm (cap site) FIGC &
(GCbox) RIRIEFEEES, IRBISZTATA EREEIF-

* FirstEF:
#ZE & R8T _FHICPG 5 (CpG islands) {5 2
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(1) FRPFEREZRENH ERALE

Gene w |cd38

Create RS5 Create alert Advanced

Tabular« 20 perpage - Sort by Relevance - Sendto: -

See CD38 CD38 molecule
cd38 in Homo sapiens Mus musculus Rattus norvegicus All 179 Gene records

Search results
Items: 1 to 20 of 517
ﬁ Filters activated: RefSeq. Clear all to show 524 items.

=]
i
i

FPage |1 of 26 Mext= Last=>

n See also 3 discontinued or replaced items.

Mamei/Gene D Description Location Aliases MM
- [ cozs CD38 molecule [Homo sapiens (human)] Chromosome 4, NC_000004.12 (15778265..15853243) ADPRC 1, ADPRCAH 107270
ID: 952
] cdag CD38 antigen [Mus musculus (house mouse]] Chromosome 5, NC_000071.6 (43868809 43912374) ADPRC 1-rs1, 1-19,
ID: 12484

Cd3s



CD38 CD38 molecule [ Homo sapiens (human) ]

Gene ID: 952, updated on 21-Dec-2017

=~ Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Summary

Expression
Orthologs
-~ Genomic context

Location: 4p15.32
Exon count: 8

CD38 provided ¥
CD38 molecule
HGMC-HGNC: 1667

Ensembl:ENSG00000004468 MIM:107270: Veqa:OTTHUMG00000048206
protein coding

REVIEWED

Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; Catarrhini; Hominidae; Homo

ADPRC1; ADPRC1

The protein encoded by this gene is a nondineage-restricted, type Il ransmembrane glycoprotein that synthesizes and hydrolyzes cyclic adenosine 5-diphosphate-ribose, an intracellular calcium
ion mobilizing messenger. The release of soluble protein and the ability of membrane-bound protein to become internalized indicate both extracellular and intracellular functions for the protein.
This protein has an N-terminal cytoplasmic tail, a single membrane-spanning domain, and a C-terminal extracellular region with four N-glycosylation sites. Crystal structure analysis
demonstrates that the functional molecule is a dimer, with the central poertion containing the catalytic site. Itis used as a prognostic marker for patients with chronic lymphocytic leukemia.

Alternative splicing results in multiple transcript variants. [provided by RefSeq, Sep 2015]
Broad expression in lymph node (RPKM 11.2), brain (RPKM 10.3) and 17 other tissues See more
mouse all

See CD38 in Genome Data Vigwer Map Viewer

Annotation release Status Assembly Chr Location
108 current GRCh38.p7 (GCE_000001405.33) 4 MNC_000004.12 (15778265..15853243)
105 previous assembly GRCh37.p13 (GCE_000001405.25) 4 MNC_000004.11 (15779921..15850706)
Chrr —HES 12
[1s6s47 B [35938740 B
BT HPRT1FL ForeRL
LOC100 288! COH —

LOC10 TaEEY 56



Master Map: Genes On Sequenoe S of 5
Region Displayed: 15,769K-15,863K bp

Regions $1X] Model RNABIX] RefSeq RNAX] Genes_seaX] Symbol O Links E Cyto  Description

s, oo, BST1 + OMIMHGNC svprdihmsts SNP best RefSeq 4p15.32 bone marrow stromal cell antigen 1
1578 0
7]
1550 m

A4S ITEIS. . MF_081775.3
1551~

pr— 132880, 1 CD38 + OMIMHGNC svprdihmsts SNP best RefSeq 4p15.32 CD38 molecule

1552 08

1583 0

] Summary of Maps:
Map 1: Assembly regions Table View
e Region Displayed: 15,767K-15,863K bp Download View Sequence Evidence
] Total Regions On Chromosome: 13
Regions Labeled: 0 Total Regions in Region: 0
= Map 2: Model transcripts Table View
1 Region Displayed: 15,767K-15,863K bp Download View Sequence Evidence
Total models On Chromosome: 9928 [17 not localized]

— = models Labeled: 4 Total models in Region: 4
v " Map 3: RefSeq Transcripts On Sequence Table View
Region Displayed: 15,767K-15,863K bp Download View Sequence Evidence

Wﬁ Chromosome: d
efSeq Transcripts Labeled: 3 Total RefSeq Transcripts in Region: 3

Map 4: Genes On Sequence Table View
Region Displayed: 15,767K-15,863K bp Download View Sequence Evidence
Total Genes On Chromosome: 2441 [3 not localized]
Genes Labeled: 2 Total Genes in Region: 2




(2) NEHBEIFF5

Homo sapiens (human) (Annotation Release 108)
Region to retrieve (in chromosome coordinates):
SOTITE | Strand: | plus |

adfust b}': Change Region/Strand |
Sequence Format:

This chromosome region corresponds to the contig region(s):

Contig start stop strand
NT _006316.17 6952415 7046138 + Display Save to Disk

Homo sapiens (human) (Annotation Release 108)

Region to refnieve (in chromosome coordinates):

Chromosome: |4 Strand:
c ot o]

| Change Region/Strand

Sequence Format:

This chromosome region corresponds to the contig region(s):

Contig start stop strand
NT_006316.17 6952415 7046138 + Display Save to Disk




(3) EFPAFIAT M

Promoter Scan: https://www-bimas.cit.nih.gov/molbio/proscan/
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