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E3 Ubiquitin-Protein Ligase RAD18 (RAD18) Human Recombinant Protein

PRODUCT OVERVIEW

Product Name E3 ubiquitin-protein ligase RAD18, Recombinant Protein

Full Product Name Recombinant Human E3 ubiquitin-protein ligase RAD18

Product Gene Name RAD18 recombinant protein

Product Synonym Names Postreplication repair protein RAD18; hHR18; hRAD18; RING finger protein 73

Sequence MDSLAESRWP PGLAVMKTID DLLRCGICFE YFNIAMIIPQ CSHNYCSLCI RKFLSYKTQC PTCCVTVTEP

DLKNNRILDE LVKSLNFARN HLLQFALESP AKSPASSSSK NLAVKVYTPV ASRQSLKQGS RLMDNFLIRE

MSGSTSELLI KENKSKFSPQ KEASPAAKTK ETRSVEEIAP DPSEAKRPEP PSTSTLKQVT KVDCPVCGVN

IPESHINKHL DSCLSREEKK ESLRSSVHKR KPLPKTVYNL LSDRDLKKKL KEHGLSIQGN KQQLIKRHQE

FVHMYNAQCD ALHPKSAAEI VREIENIEKT RMRLEASKLN ESVMVFTKDQ TEKEIDEIHS KYRKKHKSEF

QLLVDQARKG YKKIAGMSQK TVTITKEDES TEKLSSVCMG QEDNMTSVTN HFSQSKLDSP EELEPDREED

SSSCIDIQEV LSSSESDSCN SSSSDIIRDL LEEEEAWEAS HKNDLQDTEI SPRQNRRTRA AESAEIEPRN KRNRN

Host E Coli or Yeast or Baculovirus or Mammalian Cell

Form/Format Lyophilized or liquid (Format to be determined during the manufacturing process)

Purity/Purification Greater or equal to 85% purity as determined by SDS-PAGE. (lot specific)

Preparation and Storage Store at -20 degree C, for extended storage, conserve at -20 degree C or -80 degree C.

Molecular Weight 72.2 kDa

Sequence Positions 1-495aa; Full Length

Tag Information This protein contains an N-terminal tag and may also contain a C-terminal tag. Tag types are determined by various

factors including tag-protein stability, please inquire for tag information.

Sterility Sterile filter available upon request.

Endotoxin Low endotoxin available upon request.

OMIM 605256

3D Structure ModBase 3D Structure for Q9NS91

Product Categories/Family for RAD18
recombinant protein

Epigenetics and Nuclear Signaling

ISO Certification Manufactured in an ISO 9001:2015 Certified Laboratory.

Related Product Information for RAD18
recombinant protein

E3 ubiquitin-protein ligase involved in postreplication repair of UV-damaged DNA. Postreplication repair functions in

gap-filling of a daughter strand on replication of damaged DNA. Associates to the E2 ubiquitin conjugating enzyme

UBE2B to form the UBE2B-RAD18 ubiquitin ligase complex involved in mono-ubiquitination of DNA-associated

PCNA on 'Lys-164'. Has ssDNA binding activity.
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Product References and Citations for
RAD18 recombinant protein

Dysfunction of human Rad18 results in defective postreplication repair and hypersensitivity to multiple

mutagens.Tateishi S., Sakuraba Y., Masuyama S., Inoue H., Yamaizumi M.Proc. Natl. Acad. Sci. U.S.A. 97:7927-

7932(2000) The human RAD18 gene product interacts with HHR6A and HHR6B.Xin H., Lin W., Sumanasekera W.,

Zhang Y., Wu X., Wang Z.Nucleic Acids Res. 28:2847-2854(2000) Identification of human RAD18 (hHR18) , a

homolog of yeast RAD18.Jang Y., Chae S.Complete sequencing and characterization of 21,243 full-length human

cDNAs.Ota T., Suzuki Y., Nishikawa T., Otsuki T., Sugiyama T., Irie R., Wakamatsu A., Hayashi K., Sato H., Nagai

K., Kimura K., Makita H., Sekine M., Obayashi M., Nishi T., Shibahara T., Tanaka T., Ishii S., Yamamoto J., Saito

K., Kawai Y., Isono Y., Nakamura Y., Nagahari K., Murakami K., Yasuda T., Iwayanagi T., Wagatsuma M., Shiratori

A., Sudo H., Hosoiri T., Kaku Y., Kodaira H., Kondo H., Sugawara M., Takahashi M., Kanda K., Yokoi T., Furuya T.,

Kikkawa E., Omura Y., Abe K., Kamihara K., Katsuta N., Sato K., Tanikawa M., Yamazaki M., Ninomiya K.,

Ishibashi T., Yamashita H., Murakawa K., Fujimori K., Tanai H., Kimata M., Watanabe M., Hiraoka S., Chiba Y.,

Ishida S., Ono Y., Takiguchi S., Watanabe S., Yosida M., Hotuta T., Kusano J., Kanehori K., Takahashi-Fujii A.,

Hara H., Tanase T.-O., Nomura Y., Togiya S., Komai F., Hara R., Takeuchi K., Arita M., Imose N., Musashino K.,

Yuuki H., Oshima A., Sasaki N., Aotsuka S., Yoshikawa Y., Matsunawa H., Ichihara T., Shiohata N., Sano S.,

Moriya S., Momiyama H., Satoh N., Takami S., Terashima Y., Suzuki O., Nakagawa S., Senoh A., Mizoguchi H.,

Goto Y., Shimizu F., Wakebe H., Hishigaki H., Watanabe T., Sugiyama A., Takemoto M., Kawakami B., Yamazaki

M., Watanabe K., Kumagai A., Itakura S., Fukuzumi Y., Fujimori Y., Komiyama M., Tashiro H., Tanigami A.,

Fujiwara T., Ono T., Yamada K., Fujii Y., Ozaki K., Hirao M., Ohmori Y., Kawabata A., Hikiji T., Kobatake N., Inagaki

H., Ikema Y., Okamoto S., Okitani R., Kawakami T., Noguchi S., Itoh T., Shigeta K., Senba T., Matsumura K.,

Nakajima Y., Mizuno T., Morinaga M., Sasaki M., Togashi T., Oyama M., Hata H., Watanabe M., Komatsu T.,

Mizushima-Sugano J., Satoh T., Shirai Y., Takahashi Y., Nakagawa K., Okumura K., Nagase T., Nomura N.,

Kikuchi H., Masuho Y., Yamashita R., Nakai K., Yada T., Nakamura Y., Ohara O., Isogai T., Sugano S.Nat. Genet.

36:40-45(2004) NIEHS SNPs programThe DNA sequence, annotation and analysis of human chromosome 3.Muzny

D.M., Scherer S.E., Kaul R., Wang J., Yu J., Sudbrak R., Buhay C.J., Chen R., Cree A., Ding Y., Dugan-Rocha S.,

Gill R., Gunaratne P., Harris R.A., Hawes A.C., Hernandez J., Hodgson A.V., Hume J., Jackson A., Khan Z.M.,

Kovar-Smith C., Lewis L.R., Lozado R.J., Metzker M.L., Milosavljevic A., Miner G.R., Morgan M.B., Nazareth L.V.,

Scott G., Sodergren E., Song X.-Z., Steffen D., Wei S., Wheeler D.A., Wright M.W., Worley K.C., Yuan Y., Zhang Z.,

Adams C.Q., Ansari-Lari M.A., Ayele M., Brown M.J., Chen G., Chen Z., Clendenning J., Clerc-Blankenburg K.P.,

Chen R., Chen Z., Davis C., Delgado O., Dinh H.H., Dong W., Draper H., Ernst S., Fu G., Gonzalez-Garay M.L.,

Garcia D.K., Gillett W., Gu J., Hao B., Haugen E., Havlak P., He X., Hennig S., Hu S., Huang W., Jackson L.R.,

Jacob L.S., Kelly S.H., Kube M., Levy R., Li Z., Liu B., Liu J., Liu W., Lu J., Maheshwari M., Nguyen B.-V., Okwuonu

G.O., Palmeiri A., Pasternak S., Perez L.M., Phelps K.A., Plopper F.J., Qiang B., Raymond C., Rodriguez R.,

Saenphimmachak C., Santibanez J., Shen H., Shen Y., Subramanian S., Tabor P.E., Verduzco D., Waldron L.,

Wang J., Wang J., Wang Q., Williams G.A., Wong G.K.-S., Yao Z., Zhang J., Zhang X., Zhao G., Zhou J., Zhou Y.,

Nelson D., Lehrach H., Reinhardt R., Naylor S.L., Yang H., Olson M., Weinstock G., Gibbs R.A.Nature 440:1194-

1198(2006) Global, in vivo, and site-specific phosphorylation dynamics in signaling networks.Olsen J.V., Blagoev B.,

Gnad F., Macek B., Kumar C., Mortensen P., Mann M.Cell 127:635-648(2006) Human SHPRH suppresses genomic

instability through proliferating cell nuclear antigen polyubiquitination.Motegi A., Sood R., Moinova H., Markowitz

S.D., Liu P.P., Myung K.J. Cell Biol. 175:703-708(2006) A probability-based approach for high-throughput protein

phosphorylation analysis and site localization.Beausoleil S.A., Villen J., Gerber S.A., Rush J., Gygi S.P.Nat.

Biotechnol. 24:1285-1292(2006) Human SHPRH is a ubiquitin ligase for Mms2-Ubc13-dependent polyubiquitylation

of proliferating cell nuclear antigen.Unk I., Hajdu I., Fatyol K., Szakal B., Blastyak A., Bermudez V., Hurwitz J.,

Prakash L., Prakash S., Haracska L.Proc. Natl. Acad. Sci. U.S.A. 103:18107-18112(2006) Combining protein-based

IMAC, peptide-based IMAC, and MudPIT for efficient phosphoproteomic analysis.Cantin G.T., Yi W., Lu B., Park

S.K., Xu T., Lee J.-D., Yates J.R. IIIJ. Proteome Res. 7:1346-1351(2008) A quantitative atlas of mitotic

phosphorylation.Dephoure N., Zhou C., Villen J., Beausoleil S.A., Bakalarski C.E., Elledge S.J., Gygi S.P.Proc. Natl.

Acad. Sci. U.S.A. 105:10762-10767(2008) Human HLTF functions as a ubiquitin ligase for proliferating cell nuclear

antigen polyubiquitination.Unk I., Hajdu I., Fatyol K., Hurwitz J., Yoon J.-H., Prakash L., Prakash S., Haracska

L.Proc. Natl. Acad. Sci. U.S.A. 105:3768-3773(2008) Polyubiquitination of proliferating cell nuclear antigen by HLTF

and SHPRH prevents genomic instability from stalled replication forks.Motegi A., Liaw H.-J., Lee K.-Y., Roest H.P.,

Maas A., Wu X., Moinova H., Markowitz S.D., Ding H., Hoeijmakers J.H.J., Myung K.Proc. Natl. Acad. Sci. U.S.A.

105:12411-12416(2008) Lys-N and trypsin cover complementary parts of the phosphoproteome in a refined SCX-

based approach.Gauci S., Helbig A.O., Slijper M., Krijgsveld J., Heck A.J., Mohammed S.Anal. Chem. 81:4493-

4501(2009) Quantitative phosphoproteomic analysis of T cell receptor signaling reveals system-wide modulation of

protein-protein interactions.Mayya V., Lundgren D.H., Hwang S.-I., Rezaul K., Wu L., Eng J.K., Rodionov V., Han

D.K.Sci. Signal. 2:RA46-RA46(2009) Quantitative phosphoproteomics reveals widespread full phosphorylation site

occupancy during mitosis.Olsen J.V., Vermeulen M., Santamaria A., Kumar C., Miller M.L., Jensen L.J., Gnad F.,

Cox J., Jensen T.S., Nigg E.A., Brunak S., Mann M.Sci. Signal. 3:RA3-RA3(2010) System-wide temporal

characterization of the proteome and phosphoproteome of human embryonic stem cell differentiation.Rigbolt K.T.,

Prokhorova T.A., Akimov V., Henningsen J., Johansen P.T., Kratchmarova I., Kassem M., Mann M., Olsen J.V.,

Blagoev B.Sci. Signal. 4:RS3-RS3(2011) A DNA damage response screen identifies RHINO, a 9-1-1 and TopBP1

interacting protein required for ATR signaling.Cotta-Ramusino C., McDonald E.R. III, Hurov K., Sowa M.E., Harper

J.W., Elledge S.J.Science 332:1313-1317(2011) Tandem protein interaction modules organize the ubiquitin-

dependent response to DNA double-strand breaks.Panier S., Ichijima Y., Fradet-Turcotte A., Leung C.C., Kaustov

L., Arrowsmith C.H., Durocher D.Mol. Cell 47:383-395(2012) Spartan/C1orf124, a reader of PCNA ubiquitylation

and a regulator of UV-induced DNA damage response.Centore R.C., Yazinski S.A., Tse A., Zou L.Mol. Cell 46:625-

635(2012) N-terminal acetylome analyses and functional insights of the N-terminal acetyltransferase NatB.Van

Damme P., Lasa M., Polevoda B., Gazquez C., Elosegui-Artola A., Kim D.S., De Juan-Pardo E., Demeyer K., Hole

K., Larrea E., Timmerman E., Prieto J., Arnesen T., Sherman F., Gevaert K., Aldabe R.Proc. Natl. Acad. Sci. U.S.A.

109:12449-12454(2012) Symmetry and asymmetry of the RING-RING dimer of Rad18.Huang A., Hibbert R.G., de

Jong R.N., Das D., Sixma T.K., Boelens R.J. Mol. Biol. 410:424-435(2011)
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Other Notes Small volumes of RAD18 recombinant protein vial(s) may occasionally become entrapped in the seal of the product

vial during shipment and storage. If necessary, briefly centrifuge the vial on a tabletop centrifuge to dislodge any

liquid in the container`s cap. Certain products may require to ship with dry ice and additional dry ice fee may apply.

Searchable Terms for RAD18 purchase MBS1355759 is a recombinant protein targeting RAD18. Also known as Recombinant Human E3 ubiquitin-protein

ligase RAD18. Host: E Coli or Yeast or Baculovirus or Mammalian Cell.

SDS-PAGE of RAD18 recombinant protein

ADDITIONAL DETAILS

NCBI/Uniprot data below describe general gene information for RAD18. It may not necessarily be applicable to this product.

NCBI GI # 256818821

NCBI GeneID 56852

NCBI Accession # NP_064550.3

UniProt Primary Accession # Q9NS91

UniProt Secondary Accession # Q58F55; Q9NRT6

UniProt Related Accession # Q9NS91

GenBank Nucleotide # NM_020165.3

NCBI Official Full Name E3 ubiquitin-protein ligase RAD18

NCBI Official Synonym Full Names RAD18, E3 ubiquitin protein ligase

NCBI Official Symbol RAD18

NCBI Official Synonym Symbols RNF73

UniProt Protein Name E3 ubiquitin-protein ligase RAD18

UniProt Synonym Protein Names Postreplication repair protein RAD18; hHR18; hRAD18; RING finger protein 73

Protein Family E3 ubiquitin-protein ligase

UniProt Gene Name RAD18

UniProt Synonym Gene Names RNF73; hHR18; hRAD18

UniProt Entry Name RAD18_HUMAN

NCBI Protein Information E3 ubiquitin-protein ligase RAD18

NCBI Summary for RAD18 The protein encoded by this gene is highly similar to S. cerevisiae DNA damage repair protein Rad18. Yeast Rad18

functions through its interaction with Rad6, which is an ubiquitin-conjugating enzyme required for post-replication

repair of damaged DNA. Similar to its yeast counterpart, this protein is able to interact with the human homolog of

yeast Rad6 protein through a conserved ring-finger motif. Mutation of this motif results in defective replication of UV-

damaged DNA and hypersensitivity to multiple mutagens. [provided by RefSeq, Jul 2008]
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UniProt Comments for RAD18 RAD18: a structural maintenance of chromosomes (SMC) protein involved in postreplication repair of UV-damaged

DNA. Has ssDNA binding activity. Interacts with Rad6 through a conserved ring-finger motif. Rad6 is an ubiquitin-

conjugating enzyme required for post-replication repair of damaged DNA. Postreplication repair functions in gap-

filling of a daughter strand on replication of damaged DNA.

Protein type: EC 6.3.2.-; DNA repair, damage; EC 6.3.2.19; Ubiquitin conjugating system; Ligase; Ubiquitin ligase

Chromosomal Location of Human Ortholog: 3p25.3

Cellular Component: centrosome; chromatin; cytoplasm; nuclear inclusion body; nucleoplasm; nucleus; replication

fork; XY body

Molecular Function: damaged DNA binding; ligase activity; polyubiquitin binding; protein binding; protein complex

binding; single-stranded DNA-dependent ATPase activity; ubiquitin protein ligase binding; Y-form DNA binding; zinc

ion binding

Biological Process: bypass DNA synthesis; DNA damage response, detection of DNA damage; DNA repair;

negative regulation of DNA recombination; positive regulation of chromosome segregation; postreplication repair;

protein monoubiquitination; response to DNA damage stimulus; response to UV; spermatogenesis

Research Articles on RAD18 1. RAD18 can function as a mediator for DNA damage response signals to activate the G2/M checkpoint in order to

maintain genome integrity and cell survival after IR exposure.

Precautions All of MyBioSource's Products are for scientific laboratory research purposes and are not for diagnostic,

therapeutics, prophylactic or in vivo use. Through your purchase, you expressly represent and warrant to

MyBioSource that you will properly test and use any Products purchased from MyBioSource in accordance with

industry standards. MyBioSource and its authorized distributors reserve the right to refuse to process any order

where we reasonably believe that the intended use will fall outside of our acceptable guidelines.

Disclaimer While every efforts were made to ensure the accuracy of the information provided in this datasheet, MyBioSource

will not be liable for any omissions or errors contained herein. MyBioSource reserves the right to make changes to

this datasheet at any time without prior notice.

It is the responsibility of the customer to report product performance issues to MyBioSource within 30 days of

receipt of the product. Please visit our Terms & Conditions page for more information.

Product Note Select online data sheet information is drawn from bioinformatics databases, occasionally resulting in ambiguous or

non-relevant product information. It is the responsibility of the customer to review, verify, and evaluate the

information to make sure it matches their requirements before purchasing the kit. Our ELISA Kit assays are dynamic

research tools and sometimes they may be updated and improved. If the format of this assay is important to you

then please request the current manual or contact our technical support team with a presales inquiry before placing

an order. We will confirm the current details of the assay. We cannot guarantee the sample manual posted online is

the most current manual, it is intended to serve as an example only. Please refer to the instructions For Use

provided with the assay kit for precise details.

For Research Use Only. Not for use in diagnostic or therapeutic procedures.
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