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Contactin-1 OS=Mus musculus OX=10090 GN=Cntnl PE=1 SV=1

Database: UP589_M_musculus
Score: 144

Monoisotopic mass (My): 113317
Calculated pl: 5.80

Sequence similarity is available as an NCBI BLAST search of P12960 against nr.

Search parameters

MS data file:
Enzyme:
Variable modifications: Carbamidomethyl (C), Oxidation (M)

masA79. t mp

Protein sequence coverage: 10%
Matched peptides shown in bold red.
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MKMPLLVSHL
| YPEESLEGK
NNPDKQKDAG
GKGWLLCDP
VESSDRGNYS
| YTMVIGQNVT
QLEDEGLYEC
PCI ATGKPI P
YANAELKI LA
GTEW.VNSSR
I TNPTRI | LA
KEI THI HYQR
VWWRGPPGPPG
VIKDAKTDPPI
| KTDGAAPNV
FDGEEVKKVT
AVI NSAQDAP
DKEAAAHRVQ
FTRKAPPSQP
QHDGKLFSTH
SSSLLSLLLP

LLI SLTSCLG
VSLNCRARAS
VYYCLASNNY
PYHFPDDLSY
CFVSSPSI TK
LECFALGNPV
EAENI RGKDK
TI RALKNGYS
LAPTFEMNPM
I LI VEDGSLE
PI NADI TVGE
NFM_DANGEL
GLRI EDI RAT
| EGNMESAKA
APSDVGGEGEGEG
VTNPDTGRYV
SEAPTEVGVK
VTSQEYSARL
PRI | SSVRSG
KHSI EVPI PR
SLGFLVYSEF

DFTWHRRYGH
PFPVYKWRMN
GWRSTEATL
RW.LNEFPVF
SVFSKFI PLI

PDI RARKVLE
HQAR! YVQAF
YHKGELRLYD
KKKI LAAKGG
I NNI TRNDGG
NATMQCAASF
LI RNAQLKHA
SVALTWSRGS
VDLI PWEYE
TNRELTI TWA
HKDETMIPST
VLSSSEI SVH
ENLLPDTQYF
SRY! | TWDHV
DGEYVVEVRA

GVSEEDKGFG Pl FEEQPI NT
NGDVDLTNDR YSMVGGNLVI

SFGYLDPFPP EERPEVKVKE
| TMDKRRFVS QTNGNLYI AN
Pl PERTTKPY PADI VWQFKD
PMPSTAEI ST SGAVLKI FNI

PEWEH NDT EVDI GSDLYW
VTFENAGWQ CI AENAYGSI

RVI | ECKPKA  APKPKFSWSK
| YTCFAENNR GKANSTGTLV
DPALDLTFVW SFNGYVI DFN
GRYTCTAQTI VDNSSASADL
DNHSPI SKYT | QTKTI LSDD
FRWATNTLG TGEPSI PSNR
PLSREYHYGN NFGY!I VAFKP
AFQVKVKAFN NKGDGPYSLV
WKHVLEKI VE SYQ RYWAGH
| EVGACNSAG CGPSSDVI ET
VALSNESTVT GYKI LYRPDG
HSDGCGDGWS  QVKI SGVSTL

Trypsin: cuts C-term side of KR unless next residue is P.

Unformatted sequence string: 1020 residues (for pasting into other applications).

Sort by ® residue number O increasing mass O decreasing

Show @ matched peptides only O predicted peptides also

mass

Query Start — End Observed M (expt) M (cal c) Delta M Score Expect Rank U Peptide
=411 236 — 249 536. 2655 1605.7745 1605.8766 -0.1021 0 23 0.57 1 U R TTKPYPADI WQFK. D
=412 236 — 249 536. 2732 1605.7977 1605.8766 -0.0789 0 36 0.03 1 U R TTKPYPADI WQFK. D
234 604 — 613 452.7351 903.4556 903.4927 -0.03710 27 0. 39 1 U R GPPGPPGGELR. |
265 645 — 652 489.2380 976.4615 976.4866 -0.0251 0 13 9 1 U K TILSDDWK. D
430 683 — 700 906. 9426 1811.8707 1811.9377 -0.0671 0 73 5. 8e-06 1 U R WATNTLGTGEPSI PSNR. |
=441 701 — 723 704.3181 2109.9326 2110.0403 -0.1077 1 26 0.23 1 U R | KTDGAAPNVAPSDVGGGGGTNR. E
=309 759 — 768 530.2311 1058.4477 1058.5357 -0.0880 0 26 0. 46 1 U K VTVINPDTGR. Y
=310 759 — 768 530. 2429 1058.4712 1058.5357 -0.0644 0 34 0.071 1 U K VTVINPDTGR. Y
=370 859 — 869 634. 2772 1266.5399 1266.6204 -0.0805 0 48 0. 0022 1 U R VQVTSQEYSAR L
312 971 - 979 533.2375 1064.4604 1064.5138 -0.0534 0 43 0.0077 1 U R DGEYWEVR. A
2 =25 e e e e L LT L
g g :
=50 S ----- et T e T T -
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RMS & 54 ppo Mazs (Da) RHS error 54 ppm Mass (Da)
ID  CNTN1_MOUSE Revi ewed; 1020 AA
AC  P12960; QBNXV7; BBR42; Q@BC6AQ;
DT  01-JAN- 1990, integrated into Uni ProtKB/ Swi ss-Prot.
01- JAN- 1990, sequence version 1.
08- NOV- 2023, entry version 216.

RecNane: Ful | =Contactin-1;

2RRREY

Al t Narme: Ful | =Neural cell surface protein F3;
Fl ags: Precursor;
Nane=Cnt n1;
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Mis nuscul us (Muse).

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostom; Manmalia;
Eut heria; Euarchontoglires; dires; Rodentia; Myonorpha; Miroidea; Miridae;
Mirinae; Mus; Mis.

NCBI _Tax| D=10090;

[1]

NUCLECTI DE SEQUENCE [ MRNA] .

STRAI N=C57BL/ 6J; TI SSUE=Br ai n;

PubMed=2474555; DA =10.1083/j cb. 109. 2. 775;

Gennarini G, CGbelli G, Rougon G, Mttei M-G, CGoridis C;

"The nouse neuronal cell surface protein F3: a phosphatidylinositol-
anchored nmenber of the immnogl obulin superfamly related to chicken
contactin.";

J. Cell Biol. 109:775-788(1989).

[2]

NUCLECTI DE SEQUENCE [ LARGE SCALE MRNA] .

STRAI N=CD- 1; TI SSUE=Neural stemcell;

PubMed=15489334; DO =10. 1101/ gr. 2596504;

The MEC Project Team

"The status, quality, and expansion of the NIH full-length cDNA project:
the Mammul i an Gene Col l ection (MXO).";

Genone Res. 14:2121-2127(2004).

[3]

PROTEI N SEQUENCE OF 79-90; 226-249; 604-613; 619-628; 759-768 AND 859- 869,
AND | DENTI FI CATI ON BY MASS SPECTROMETRY.

STRAI N=C57BL/ 6J; TI SSUE=Br ai n;

Lubec G, Kang S. U.;

Subnitted (APR-2007) to Uni ProtKB.

[4]

NUCLECTI DE SEQUENCE [ LARGE SCALE MRNA] OF 574-1020.

STRAI N=C57BL/ 6J; TI SSUE=Cor pora quadrigemni na, and Skin;

PubMed=16141072; DO =10. 1126/ sci ence. 1112014;

Carninci P., Kasukawa T., Katayama S., Gough J., Frith MC., Maeda N.,
Oyama R, Ravasi T., Lenhard B., Wlls C, Kodzius R, Shinpkawa K. ,

Bajic V.B., Brenner S.E., Batalov S., Forrest AR, Zavolan M, Davis MJ.,
Wlmng L.G, Aidinis V., Allen J.E., Anbesi-Inpionbato A, Apweiler R,
Aturaliya RN, Bailey T.L., Bansal M, Baxter L., Beisel KW, Bersano T.,
Bono H., Chalk A°M, Chiu K. P., Choudhary V., Christoffels A,

Clutterbuck DR, Ctowe ML., Dalla E., Dalrynple B.P., de Bono B.,

Della Gatta G, di Bernardo D., Down T., EngstromP., Fagiolini M,

Faul kner G, Fletcher C F., Fukushima T., Furuno M, Futaki S.,

Gariboldi M, GCeorgii-Hemming P., Gngeras T.R, Cojobori T., Geen RE.,
Qustincich S., Harbers M, Hayashi Y., Hensch T.K , Hrokawa N., H Il D,
Hum niecki L., lacono M, lkeo K, Iwama A, Ishikawa T., Jakt M,

Kanapin A, Katoh M, Kawasawa Y., Kelso J., Kitanura H, Kitano H.,
Kollias G, Krishnan S.P., Kruger A, Kummerfeld S.K., Kurochkin I.V.,
Lareau L.F., Lazarevic D., Lipovich L., Liu J., Liuni S., MWIliams§s.,
Madan Babu M, Madera M, Marchionni L., Matsuda H, Mtsuzawa S., Mki H,
M gnone F., Myake S., Mrris K, Mttagui-Tabar S., Milder N, Nakano N.,
Nakauchi H, Ng P., Nilsson R, Nishiguchi S., Nishikawa S., Nori F.,
Chara O, Okazaki Y., Olando V., Pang K C., Pavan WJ., Pavesi G,

Pesole G, Petrovsky N., Piazza S., Reed J., Reid J.F., Ring B.Z,
Ringwald M, Rost B., Ruan Y., Salzberg S.L., Sandelin A, Schneider C.,
Schoenbach C., Sekiguchi K, Senmple C.A., Seno S., Sessa L., Sheng Y.,
Shibata Y., Shinada H, Shimada K, Silva D., Sinclair B., Sperling S.,
Stupka E., Sugiura K., Sultana R, Takenaka Y., Taki K., Tammja K,

Tan S.L., Tang S., Taylor MS., Tegner J., Teichmann S. A, Ueda H R,

van Ni mmegen E., Verardo R, Wi C. L., Yagi K., Yamanishi H,

Zabarovsky E., Zhu S., Zimer A., Hde W, Bult C, Ginmmond S M,
Teasdale R D., Liu E.T., Brusic V., Quackenbush J., Wahlestedt C.,

Mattick J.S., Hune D.A., Kai C., Sasaki D., Tonaru Y., Fukuda S.,

Kananori - Katayana M, Suzuki M, Aoki J., Arakawa T., lida J., Imanmura K.,
Itoh M, Kato T., Kawaji H., Kawagashira N., Kawashinma T., Kojima M,
Kondo S., Konno H., Nakano K., Ninomya N., Nishio T., Ckada M, Plessy C,
Shibata K., Shiraki T., Suzuki S., Tagam M, Waki K., Watahiki A,
Okamura-Cho Y., Suzuki H, Kawai J., Hayashizaki Y.;

“"The transcriptional |andscape of the manmalian genone.";
Sci ence 309: 1559-1563( 2005) .

[5]

I NTERACTI ON W TH TNR, AND FUNCTI ON.

PubMed=7678967; DO =10. 1016/ 0896-6273( 93) 90243-k;
Pesheva P., Cennarini G, Coridis C, Schachner M;

“"The F3/11 cell adhesion nolecule nmediates the repul sion of neurons by the
extracel lular matrix glycoprotein J1-160/180.";

Neuron 10: 69-82(1993).

[ 6]

| DENTI FI CATION I N A COWPLEX W TH NRCAM AND PTPRB.

PubMed=11564762; DO =10.1083/j cbh. 200104122;

Sakurai T., Lustig M, Babiarz J., Furley A J., Tait S., Brophy P.J.,
Browmn S. A, Brown L.Y., Mason C. A, Gunet M;

"Overl apping functions of the cell adhesion nolecules Nr-CAMand L1 in
cerebel lar granule cell devel opnent.";

J. Cell Biol. 154:1259-1273(2001).

[7]

FUNCTI ON.

PubMed=11395001; DO =10. 1016/ s0896-6273(01) 00296- 3;

Boyle ME., Berglund E.O, Mirai K K, Wber L., Peles E., Ranscht B.;
"Contactin orchestrates assenbly of the septate-like junctions at the
paranode in nyelinated peripheral nerve.";

Neuron 30: 385-397(2001) .

[8]

FUNCTI ON, AND | NTERACTI ON W TH NOTCHL.

PubMed=14567914; DO =10. 1016/ s0092- 8674( 03) 00810- 9;

Hu Q-D., Ang B.-T., Karsak M, Hu W-P., Cui X -Y., Duka T., Takeda Y.,
Chia W, Sankar N., Ng Y.-K, Ling E.-A., Maciag T., Small D.,

Trifonova R, Kopan R, Okano H., Nakafuku M, Chiba S., Hrai H,

Aster J.C., Schachner M, Pallen C.J., Watanabe K., Xiao Z. -C ;
"F3/contactin acts as a functional |igand for Notch during oligodendrocyte
maturation.";

Cell 115:163-175(2003).
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[9]

| DENTI FI CATI ON BY MASS SPECTROMETRY [ LARGE SCALE ANALYSI S].

Tl SSUE=Br ai n;

PubMed=21183079; DO =10.1016/j.cel |.2010. 12. 001;

Huttlin E L., Jedrychowski MP., Elias J.E., Goswam T., Rad R,

Beausoleil S. A, Villen J., Haas W, Sowa ME., Gygi S.P.;

"A tissue-specific atlas of npuse protein phosphorylation and expression.";

Cel | 143:1174-1189(2010).

[10]

| NTERACTI ON W TH PTPRZ1.

PubMed=20133774; DO =10. 1073/ pnas. 0911235107;

Bouyain S., Watkins D.J.;

"The protein tyrosine phosphatases PTPRZ and PTPRG bind to distinct menbers

of the contactin famly of neural recognition nolecules.";

Proc. Natl. Acad. Sci. U.S. A 107:2443-2448(2010).

[11]

I NTERACTI ON W TH TASOR, AND TI SSUE SPECI FI CI TY.

PubMed=31112734; DO =10. 1016/ .yexcr.2019. 05. 018;

Gresakova V., Novosadova V., Prochazkova M, Bhargava S., Jenickova I|.,

Prochazka J., Sedlacek R ;

"FanR08a orchestrates interaction protein network essential for early

enbryoni ¢ devel opnent and cell division.";

Exp. Cell Res. 382:111437-111437(2019).

-1- FUNCTION: Contactins nediate cell surface interactions during nervous
system devel opnent. Involved in the formation of paranodal axo-glial
junctions in nyelinated peripheral nerves and in the signaling between
axons and nyelinating glial cells via its association with CNTNAPL.
Participates in oligodendrocytes generation by acting as a |igand of
NOTCHL. Its association with NOTCHL pronotes NOTCHL activation through
the rel eased notch intracellular domain (NI CD) and subsequent
translocation to the nucleus. Interaction with TNR i nduces a repul sion
of neurons and an inhibition of neurite outgrowh.

{ ECO 0000269| PubMed: 11395001, ECO: 0000269| PubMed: 14567914,
ECO 0000269| PubMed: 7678967} .

-1- SUBUNIT: Mononer. Interacts with CNTNAPL in cis form(By sinilarity).
Binds to the carbonic-anhydrase |ike donmain of PTPRZ1
(PubMed: 20133774) . Interacts with NOTCHL and TNR (PubMed: 7678967,
PubMed: 14567914). Detected in a conplex with NRCAM and PTPRB
(PubMed: 11564762) . Interacts with TASOR (PubMed: 31112734) .

{ ECO 0000250]| Uni Pr ot KB: QL2860, ECO 0000250| Uni Pr ot KB: 63198,
ECO 0000269 PubMed: 14567914, ECO 0000269| PubMed: 20133774,
ECO 0000269| PubMed: 31112734, ECO 0000269| PubMed: 7678967} .

-1- SUBCELLULAR LOCATION: Cel | nenbrane; Lipid-anchor, GPI-anchor.

-1- TISSUE SPECIFICITY: Expressed in the ovary and in Sertoli cells of the
testis. {ECO 0000269| PubMed: 31112734} .

-1- M SCELLANEQUS: F3 shares with L1, N-CAM MAG and other cell adhesion
nol ecul es from nervous tissue the L2/HNK-1 carbohydrate epitope.

-1- SIMLARITY: Belongs to the inmunoglobulin superfamly. Contactin
famly. {ECO 0000305} .

Copyrighted by the Uni Prot Consortium see https://ww.uniprot.org/terns

Di stributed under the Creative Commobns Attribution (CC BY 4.0) License

EMBL; X14943; CAA33075.1; -; nRNA

EMBL;, BC066864; AAH66864.1;, -, nRNA
EMBL; AK045710; BAC32466.1; -; nRNA
EMBL;, AK076273; BAC36282.1;, -; nRNA

CCDS; CCDS27763.1; -.

PIR, S05944; S05944.

Ref Seq; NP_001153119.1; NM 001159647. 1.

Ref Seq; NP_001153120.1; NM 001159648. 1.

Ref Seq; NP_031753.1; NM 007727.2.

Ref Seq; XP_017171911.1; XM 017316422.1.

PDB; 70L2; X-ray; 3.89 A; A/ B=21-604.

PDB; 70L4; X-ray; 4.80 A, A/ B=21-604.

PDBsum 70L2; -.

PDBsum 70L4; -.

Al phaFol dDB; P12960; -.

SASBDB; P12960; -.

SMR; P12960; -.

Bi oGRI D; 198797; 25.

I nt Act; P12960; 10.

STRING 10090. ENSMJSPO0000000109; -.

d yConnect; 2224; 19 N Linked glycans (8 sites).

d yCosnos; P12960; 9 sites, 19 glycans.

d yGen; P12960; 11 sites, 19 N-linked glycans (8 sites), 1 Olinked glycan (2 sites).
i PTVnet; P12960; -.

PhosphoSi t ePl us; P12960; -.

Swi ssPal m P12960; -.

CPTAC, non- CPTAC- 3642; -.

MaxQB; P12960; -.

PaxDb; 10090- ENSMUSP0O0000000109; -.

Pepti deAtl as; P12960; -.

Prot eom csDB; 285524; -.

ABCD; P12960; 1 sequenced anti body.

Ant i bodypedi a; 25021; 361 antibodies from 40 providers.
DNASU; 12805; -.

Ensenbl ; ENSMUST00000000109; ENSMJSP0O0000000109; ENSMJUSG00000055022.
Ensenbl ; ENSMUST00000068378; ENSMJUSP00000067842; ENSMJUSG00000055022.
Ensenbl ; ENSMUST00000169825; ENSMJUSP00000133063; ENSMUSG00000055022.
CGenel D; 12805; -.

KEGG, mmu: 12805; -.

UCSC, uc007xi k. 2; nouse.

AGR, Md :105980; -.

CTD; 1272; -.

M3 ; M3 :105980; Cntnl.

VEuPat hDB; Host DB: ENSMJUSG00000055022;

eggNOG, KOG3513; Eukaryota.

CGeneTree; ENSGI00940000155915; -.

HOGENOM CLU_005756_0_0_1; -.

P9I IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIBBB888888888888888888888888888PAARRI2AII2I22I22R832
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| nPar anoi d; P12960; -.

OVA; Kl CKAYT, -.

OrthoDB; 3073820at 2759; -.

Phyl oneDB; P12960;
TreeFam TF351103;

Bi oGRI D- ORCS; 12805; 1 hit
Chi TaRS; Cntnl; nouse.

PRO, PR P12960; -.

in 76 CRISPR screens.

Prot eomes; UP000000589; Chronpsone 15.
RNAct; P12960; Protein.

Bgee; ENSMUSGD0000055022; Expressed in |ateral

CGenevi si bl e; P12960; MM

geni cul ate body and 209 other tissues.

13 :Ma .

GO0, GO 0030424; C:axon; |BA: GO Central.

GO, GO 0043209; C:nyelin sheath; HDA: Uni Prot KB.

GO, GO 0005886; C:plasma nenbrane; |BA: GO Central.

GO, GO 0045211; C: postsynaptic menbrane; | DA: SynGO.

GO, GO 0042734; C:presynaptic menbrane; | DA: SynGO.

GO, GO 0098552; C:side of menbrane; |EA: Uni Prot KB- KW

GO, GO 0030246; F:carbohydrate binding; |DA MJ.

GO0, G0 0098632; F:cell-cell adhesion nediator activity; |BA:GO Central.
GO0, GO 0007411; P:axon guidance; |BA:GO Central.

GO, GO 0007420; P:brain devel opnent; |BA: GO Central.

GO, GO 0098609; P:cell-cell adhesion; |IBA: GO Central.

GO0, GO 0032289; P:central nervous systemnyelin formation; I1G: M3 .

GO, GO 0021549; P:cerebel | um devel oprent; | MP: M3 .

GO0, GO 0010467; P:gene expression; | M:MI.

GO, GO 0007626; P:loconptory behavior; |MP: M3 .

GO, GO 0042552; P:nyelination; | MP: M3 .

GO0, GO 0031175; P:neuron projection devel opment; 1d: M3 .

GO, GO 0007219; P:Notch signaling pathway; | EA: Uni Prot KB- KW

GO, GO 0010628; P:positive regulation of gene expression; | M: M3 .

GO0, GO 0010976; P:positive regulation of neuron projection devel opnent;
GO0, GO 0050731; P:positive regulation of peptidyl-tyrosine phosphorylation; |SO M.
GO, GO 0010765; P:positive regulation of sodiumion transport; |M:M3.
CDD; cd00063; FN3; 4.

CDD; cd05727; 1g2_Contactin-2-1ike; 1.

CDD; cd05852; 1g5_Contactin-1; 1.

CDD; cd04970; 1g6_Contactin; 1.

CDD; cd05849; Igl_1_Contactin-1; 1.

CDD; cd05851; Igl_3_Contactin-1; 1.

Gene3D; 2.60.40.10; |mmunoglobulins; 1
InterPro; 1PR047102; Contactin-1_2_Igl
InterPro; |PR0O36992; Contactin-1_1gl.
InterPro; |PRO47100; Contactin-1_1g3.
InterPro; |1PR047101; Contactin-1_Ig6.
InterPro; 1PR0O03961; FN3_dom

InterPro; |1PR036116; FN3_sf.

InterPro; 1PR0O07110; 1g-like_dom
InterPro; |PR0O36179; |g-1ike_dom sf.
InterPro; 1PR0O13783; Ig-like_fold.
InterPro; 1PR0O13098; Ig_I-set.
InterPro; 1PR003599; |g_sub.

InterPro; |1PR003598; |g_sub2.

InterPro; 1PR013151; | mmunogl obulin.
PANTHER; PTHR44170: SF10; CONTACTI N-1;
PANTHER;, PTHR44170; PROTEI N S| DEKI CK; 1.
Pfam PF00041; fn3; 3.
Pfam PF07679; |-set; 2.

Pfam PF00047; ig;

Pfam PF13927; 1g_

1.
3, 2.

SMART, SMD0060; FN3; 4.
SMART; SMD0409; |G 6.
SMART, SMD0408; 1Gc2; 5.

SUPFAM  SSF49265;
SUPFAM SSF48726;
PRCSI TE, PS50853;
PRCSI TE;, PS50835;

Fi bronectin type |11
| mmunogl obul i n; 6.
FN3; 4.

| G_LIKE; 6.

1: Evidence at protein |evel;
3D-structure; Cell adhesion; Cell nenb

Di sul fide bond;

Li poprotei n; Menbrane;

Si gnal .
SI GNAL
CHAI N

PROPEP

DOVAI N
DOVAI N
DOVAI N
DOVAI N
DOVAI N
DOVAI N

DOVAI N

DOVAI N

DOVAI N

d ycoprotein;

1..20
21..1001

GPI - anchor;
Not ch signal i ng pat hway;

/ not e="Cont actin-1"
/i d="PRO_0000014687"

1002..1020

0.

1.

;2.

rane; Direct protein sequencing;

/ note="Renoved in mature fornt
/i d="PRO_0000014688"

| mmunogl obul i n domai n;
Ref erence proteone; Repeat;

41..131

/note="1g-1ike C2-type 1"

137..223

/Inote="1g-1ike C2-type 2"

241. . 326

Inote="1g-1ike C2-type 3"

331.. 407

/note="1g-1ike C2-type 4"

413..500

/I note="1g-1i ke C2-type 5"

504. . 603

I note="1g-1ike C2-type 6"

608. . 706

/' note="Fi bronectin type-II1 1"

/ evi dence="ECO: 0000255| PROSI TE- Pr oRul e: PRU00316"
711..808

I note="Fi bronectin type-II1 2"

/ evi dence="ECO: 0000255| PROSI TE- Pr oRul e: PRU00316"
813..908

/ note="Fi bronectin type-II1 3"

/ evi dence="ECO 0000255| PROSI TE- Pr oRul e: PRU00316"
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FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT

FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
FT
SQ

DOVAI N

REG ON

LIPID

CARBOHYD

CARBOHYD

CARBOHYD

CARBCHYD

CARBCHYD

CARBCOHYD

CARBCHYD

CARBCOHYD

CARBCOHYD

DI SULFI D
DI SULFI D
DI SULFI D
DI SULFI D
DI SULFI D
DI SULFI D

CONFLI CT

SEQUENCE
MKMVPLLVSHL
VSLNCRARAS
GWRSTEATL
| TMDKRRFVS
PADI WQFKD
QLEDEGLYEC
TI RALKNGYS
KKKI LAAKGG
| YTCFAENNR
SFNGYVI DFN
VWRGPPGPPG
| EGNVESAKA
TNRELTI TWA
AFQVKVKAFN
SYQ RYWAGH
FTRKAPPSQP
KHSI EVPI PR

909. . 1002

/' note="Fi bronectin type-111
/ evi dence="ECO 0000255| PROSI TE- Pr oRul e: PRU00316"

695..719
/ not e="Di sor der ed"

4"

/ evi dence="ECO 0000256| SAM Mobi DB-1ite"

1001

/' note="GPI -anchor ani dated serine"

/ evi dence="ECQO 0000255"
208

/note="N-1inked (G cNAc..

/ evi dence="ECQO 0000255"
258

/note="N-1inked (G cNAc...

/ evi dence="ECQO 0000255"
338

/note="N-linked (G cNAc...

/ evi dence="ECQO 0000255"
457

/note="N-linked (G cNAc...

/ evi dence="ECQO 0000255"
473

/note="N-1inked (G cNAc...

/ evi dence="ECQO 0000255"
494

/note="N-linked (G cNAc...

/ evi dence="ECQO 0000255"
521

/note="N-linked (G cNAc...

/ evi dence="ECQO 0000255"
593

/note="N-linked (G cNAc...

/ evi dence="ECQO 0000255"
935

/note="N-linked (G cNAc...

/ evi dence="ECQO 0000255"
65..114

-)

aspar agi ne

aspar agi ne

aspar agi ne

aspar agi ne

aspar agi ne

aspar agi ne

aspar agi ne

aspar agi ne

aspar agi ne

/ evi dence="ECO: 0000255| PROSI TE- Pr oRul e: PRU00114"

158..211

/ evi dence="ECO 0000255| PROSI TE- Pr oRul e: PRU00114"
263..310

/ evi dence="ECO: 0000255| PROSI TE- Pr oRul e: PRU00114"
352..391

/ evi dence="ECO 0000255| PROSI TE- Pr oRul e: PRU00114"
436. . 484

/ evi dence="ECO 0000255| PROSI TE- Pr oRul e: PRU00114"
526..585

/ evi dence="ECO: 0000255| PROSI TE- Pr oRul e: PRU00114"
433

/note="1 ->V (in Ref. 2; AAH66864)"

/ evi dence="ECO 0000305"

1020 AA; 113388 MA

LLI SLTSCLG
PFPVYKWRMN
SFGYLDPFPP
QTNGNLYI AN
I YTMVGQNVT
EAENI RGKDK
YHKGELRLYD
RVI | ECKPKA
GKANSTGTLV
KEI THI HYQR
GLRI EDI RAT
VDLI PUWWEYE
PLSREYHYGN
NKGDGPYSLV
DKEAAAHRVQ
PRI | SSVRSG
DGEYVVEVRA

DFTWHRRYCGH GVSEEDKGFG
NGDVDLTNDR YSMVGGNLVI
EERPEVKVKE GKGWLLCDP
VESSDRGNYS CFVSSPSI TK
LECFALGNPV PDI RWRKVLE
HQARI YVQAF PEWEHI NDT
VTFENAGWYQ ClI AENAYGSI
APKPKFSWEK GTEWLVNSSR
I TNPTRI I LA PI NADI TVGE
NFMLDANGEL LI RNAQLKHA
SVALTWBRGS DNHSPI SKYT
FRWATNTLG TGEPSI PSNR
NFGYI VAFKP FDGEEVWKKVT
AVI NSAQDAP SEAPTEVGVK
VTSQEYSARL ENLLPDTQYF
SRYI | TWDHV VALSNESTVT
HSDGGDGWS QVKI SGVSTL

9DCDAAA0EAA4CBCY CRC64;

Pl FEEQPI NT | YPEESLECK
NNPDKQKDAG VYYCLASNNY
PYHFPDDLSY RW.LNEFPVF
SVFSKFI PLI Pl PERTTKPY
PMPSTAEI ST SGAVLKI FNI

EVDI GSDLYW PCI ATGKPI P
YANAELKI LA LAPTFEMNPM
I LI VEDGSLE | NNI TRNDGG
NATMQCAASF DPALDLTFVW
GRYTCTAQT! VDNSSASADL
| QTKTI LSDD WKDAKTDPPI

| KTDGAAPNV  APSDVGGGGG
VTNPDTCGRYV HKDETMIPST
VLSSSEI SVH VWKHVLEKI VE
| EVGACNSAG CGPSSDVI ET
GYKI LYRPDG QHDGKLFSTH
SSSLLSLLLP SLGFLVYSEF

5/5 "=

Mascot: http://www.matrixscience.com/




