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MAR MASCOT Search Results

Protein View: Q6PIC6

Sodium/potassium-transporting ATPase subunit alpha-3 OS=Mus musculus OX=10090 GN=Atpla3 PE=1 SvV=1

Database: UP589_M_musculus
Score: 76

Monoisotopic mass (My): 111620
Calculated pl: 5.26

Sequence similarity is available as an NCBI BLAST search of Q6PIC6 against nr.

Search parameters

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

masA79. t np

Protein sequence coverage: 5%

Matched peptides shown in bold red.

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

1 MGDKKDDKSS PKKSKAKERR DLDDLKKEVA MIEHKMSVEE VCRKYNTDCV
51 QGLTHSKAQE | LARDGPNAL TPPPTTPEW KFCRQLFGGF SILLW GAIL
101 CFLAYG QAG TEDDPSGDNL YLG VLAAW || TGOFSYYQ EAKSSKI MES
151 FKNWPQQAL VI REGEKMQV NAEEVWGDL VEI KGGDRVP ADLRI | SAHG
201 CKVDNSSLTG ESEPQTRSPD CTHDNPLETR NI TFFSTNCV EGTARGVWA
251 TGDRTVMGRI ATLASGLEVG KTPI Al El EH FI QLI TGVAV FLGVSFFI LS
301 LILGYTW.EA VIFLIG I VA NVPEGLLATV TVCLTLTAKR MARKNCLVKN
351 LEAVETLGST STI CSDKTGT LTQNRMIVAH MAFDNQ HEA DTTEDQSGTS
401 FDKSSHTWA LSHI AGLCNR AVFKGGQDNI PVLKRDVAGD ASESALLKCI
451 ELSSGSVKLM RERNKKVAEI PENSTNKYQL S| HETEDPND NRYLLVMKGA
501 PERI LDRCAT | LLQGKEQPL DEEMKEAFQN AYLELGGLGE RVLGFCHYYL
551 PEEQFPKGFA FDCDDVNFTT DNLCFVGLMS M DPPRAAVP DAVGKCRSAG
601 | KVI WTGDH Pl TAKAI AKG VG | SEGNET VEDI AARLNI  PVSQVNPRDA
651 KACVI HGTDL KDFTSEQI DE | LQNHTEI VF ARTSPQRKLI | VEGCQRQGA
701 | VAVTGDGVN DSPALKKADI GVAMGE AGSD VSKQAADM L LDDNFASI VT
751 GVEEGRLI FD NLKKSI AYTL TSNI PEI TPF LLFI MANI PL PLGTI TI LCI
801 DLGTDWPAI SLAYEAAESD | MKRQPRNPR TDKLVNERLI SMAYGQ GM
851 QALGGFFSYF VI LAENGFLP GNLVG RLNW DDRTVNDLED SYGQQWIYEQ
901 RKVWEFTCHT AFFVSIVWVQ WADLI | CKTR RNSVFQQRGVK NKI LI FGLFE
951 ETALAAFLSY CPGMDVALRM YPLKPSWAEC AFPYSFLIFV YDEI RKLI LR

1001 RNPGGWEKE TYY

Unformatted sequence string: 1013 residues (for pasting into other applications).

Sort by@ residue number (0] increasing mass
Show ® matched peptides only O predicted peptides also

O decreasing mass
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Query Start — End Chbserved M (expt) M (cal c) Delta M Score Expect Rank U Peptide
=371 153 - 163 634.8187 1267.6229 1267.7071 -0.0842 0 30 0.15 1 U K NWPQQALVIR E
413 203 - 217 810. 3249 1618.6353 1618.7435 -0.1081 0 46 0. 0027 1 U K VDNSSLTGESEPQIR. S
=331 449 — 458 540.2351 1078.4557 1078.5329 -0.0772 0 19 2.2 5 U K. CIELSSGSWK. L
+ Car bani donmet hyl (C)
w356 638 — 648 618. 8247 1235.6349 1235.6986 -0.0637 0 52 0. 00099 1 U R LN PVSQVNPR. D
=334 689 — 697 544.2639 1086.5133 1086.5856 -0.0723 0 27 0.35 1 U K LIl VEGCQR Q
+ Car bani donet hyl (C)
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RIS or 54 ppm Hass (Da)  BMS error 64 pom Hass (Da)
AT1A3_MOUSE Revi ewed; 1013 AA
Q6PI C6;

13- SEP- 2004, integrated into Uni Prot KB/ Swi ss-Prot.
05-JUL- 2004, sequence version 1.
08- NOV- 2023, entry version 163.

Short =Na(+)/K(+) ATPase al pha-3 subunit;
EC=7.2.2.13,;
Al t Name: Ful | =Na(+)/K(+) ATPase al pha(lll) subunit;
Al t Name: Ful | =Sodi um punp subuni t al pha-3;
Name=At pla3;
Mis nuscul us (Muse).

Muri nae; Mius; Mis.

NCBI _Tax| D=10090;

[1]

NUCLEOTI DE SEQUENCE [ LARGE SCALE MRNA] .
Tl SSUE=Eye;

PubMed=15489334; DO =10. 1101/ gr. 2596504;
The MZC Project Team

BRBP2QBB8R2RRRRRGYGYE o

RecNane: Ful | =Sodi un pot assi umtransporting ATPase subunit al pha-3;

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Eutel eostom; Mammali a;
Eut heria; Euarchontoglires; dires; Rodentia; Myonorpha; Miroidea; Miridae;
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3332~233

PP IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIBB88888888888888888888838383PA228FI22 2422833222333 223327228

"The status, quality, and expansion of the NIH full-length cDNA project:

the Mammal i an Gene Col | ection (MX).";
Genone Res. 14:2121-2127(2004).
[2]

PROTEI N SEQUENCE OF 21-27; 36-81; 153-163; 168-184; 203-254; 260-271;
350-367; 404-420; 425-434; 436-458; 466-492; 517-557; 587-595; 603-615;
620- 648; 652-682; 689-764; 878-901; 931-940; 943-969 AND 1001-1009.

STRAI N=C57BL/ 6J; TI SSUE=Br ai n;
Lubec G, Kang S. U ;

Submi tted (APR-2007) to Uni ProtKB.
[3]

PHOSPHORYLATI ON [ LARGE SCALE ANALYSI S] AT SER-265, AND | DENTI FI CATI ON BY

MASS SPECTROMETRY [ LARGE SCALE ANALYSI S].
PubMed=15648052; DOl =10. 1002/ pri c. 200401066;

Vossel ler K., Hansen K. C., Chalkley RJ., Trinidad J.C., Wlls L.,

Hart G W, Burlingame A L.;

"Quantitative analysis of both protein expression and serine / threonine
post-translational nodifications through stable isotope |abeling with

dithiothreitol.";
Prot eoni cs 5: 388-398(2005) .
[4]

PHOSPHORYLATI ON [ LARGE SCALE ANALYSI S] AT TYR-548, AND | DENTI FI CATI ON BY

MASS SPECTROMVETRY [ LARGE SCALE ANALYSI S].
TI SSUE=Br ai n;
PubMed=18034455; DO =10. 1021/ pr0701254;

Ballif B.A, Carey GR, Sunyaev S.R, Gygi S.P.;
"Large-scal e identification and evol ution indexing of tyrosine

phosphoryl ation sites fromnurine brain.";
J. Proteome Res. 7:311-318(2008).
[5]

PHOSPHORYLATI ON [ LARGE SCALE ANALYSI S] AT SER-56 AND SER-218, AND
| DENTI FI CATI ON BY MASS SPECTROMVETRY [ LARGE SCALE ANALYSI S] .

TI SSUE=Br ai n, Brown adi pose tissue, and Liver;

PubMed=21183079; DO =10.1016/j.cel|.2010.12.001;
Huttlin E L., Jedrychowski MP., Elias J.E., Goswanm T., Rad R,

Beausoleil S.A, Villen J., Haas W, Sowa ME.

Gygi S.P.;

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

Cel | 143:1174-1189(2010).
-1- FUNCTION: This is the catal ytic conponent

potassi umions across the plasma nenbrane.

of the active enzyme, which
catal yzes the hydrolysis of ATP coupled w th the exchange of sodi um and

This action creates the

el ectrocheni cal gradient of sodium and potassiumions, providing the
energy for active transport of various nutrients (By simlarity).

{ ECO 0000250} .
-1- CATALYTIC ACTIVITY:

Reacti on=ATP + H20 + K(+)(out) + Na(+)(in)

= ADP + H(+) + K(+)(in) +

Na(+) (out) + phosphate; Xref=Rhea: RHEA: 18353, ChEBI: CHEBI : 15377,
ChEBI : CHEBI : 15378, ChEBI: CHEBI : 29101, ChEBI : CHEBI : 29103,
ChEBI : CHEBI : 30616, ChEBI: CHEBI : 43474, ChEBI : CHEBI : 456216;

EC=7.2.2.13;

-1- SUBUNIT: The sodi un potassiumtransporting ATPase is conposed of a

catal ytic al pha subunit, an auxiliary non-catalytic beta subunit and an

addi tional regulatory subunit. Interacts with regulatory subunit FXYD1.

{ ECO. 0000250]| Uni Pr ot KB: P06687} .

-1- SUBCELLULAR LOCATI ON: Cel | nenbrane {ECO 0000250}; Muilti-pass nmenbrane

protein {ECO 0000250} .

-1- SIMLARITY: Belongs to the cation transport ATPase (P-type) (TC 3.A 3)

famly. Type Il C subfamily. {ECO 0000305}.

Copyrighted by the Uni Prot Consortium see https://wwmv uniprot.org/terns
Di stributed under the Creative Commons Attribution (CC BY 4.0) License

EMBL; BC034645; AAH34645.1; -; nRNA
EMBL; BQC037206; AAH37206.1; -; nRNA
EMBL; BC042894; AAH42894.1; -; nRNA

CCDS; CCDS20969. 2; -.

Ref Seq; NP_001277398.1; NM 001290469. 1.

Al phaFol dDB; Q6PI C6; -.

SMR, BPI C6; -.

Bi oGRI D, 231339; 19.

I nt Act; Q6PIC6; 10.

M NT; Q6PI C6; -.

STRING 10090. ENSMJSP00000099922; -.

d yConnect; 2725; 1 N-Linked glycan (1 site).
d yCosnps; Q6PIC6; 1 site, 1 glycan.

A yGen; QBPIC6; 4 sites, 1 N-linked glycan (1 site),

i PTMhet; Q6PIC6; -.

PhosphoSi t ePl us; Q6PI C6; -.

Swi ssPal m Q6PIC6; -.

j POST;, Q6PIC6; -.

Max(QB; QBPI C6; -.

PaxDb; 10090- ENSMJUSP00000099922; -.
PeptideAtl as; Q6PIC6; -.

Prot eom csDB; 277263; -.

DNASU; 232975; -.

Ensenbl ; ENSMUST00000080882; ENSMUSP00000079691; ENSMJUSG)0000040907.

Genel D, 232975; -.

KEGG nmmu: 232975; -.

UCSC; uc009frf.2; nouse.

AGR, M4 :88107; -.

CTD;, 478; -.

M3 ; M3 :88107; Atpla3.

VEuPat hDB; Host DB: ENSMJUSGD0000040907; - .
eggNOG KOG@0203; Eukaryota.

GeneTree; ENSGT00940000160476; -.
HOGENOM CLU_002360_4_3_1; -.

| nPar anoi d; Q6PI C6; -.

OVA; FG DDYI; -.

O thoDB; 203629at 2759; -.

React ome; R-MMJ-5578775; |on honeostasis.

Reactone; R-MMJ936837; |on transport by P-type ATPases.
Bi oGRI D- ORCS; 232975; 3 hits in 63 CRISPR screens.

Chi TaRS; Atpla3; nouse.

PRO, PR Q6PI C6; -.

Pr ot eomres; UP000000589; Chronosone 7.
RNAct; Q6PI C6; Protein.

Bgee; ENSMJUSG00000040907; Expressed in prinmary visual

ExpressionAtlas; Q6PI C6; baseline and differential.

Genevi si bl e; Q6PI C6; MV

1 Olinked glycan (3 sites).

cortex and 130 other tissues.
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CDD; cd02608; P-type_ATPase_Na-K_|like; 1.

Cene3D;

Cene3D;

Cene3D;

InterPro;
InterPro;
InterPro;
InterPro;
InterPro;
InterPro;
InterPro;
InterPro;
InterPro;
InterPro;
I nterPro;

PANTHER; PTHR43294;

3
Gene3D; 2.
1
3

.40.1110.10; Cal ciumtransporting ATPase,
70. 150. 10; Cal ciumtransporting ATPase,

.20.1110.10; Calciumtransporting ATPase,
. 40.50. 1000; HAD superfami|ly/HAD-|ike; 1.

PRO06068; ATPase_P-typ_cation-transptr_C.
PR0O04014; ATPase_P-typ_cation-transptr_N.
PR023299; ATPase_P-typ_cyto_dom N.

PR018303; ATPase_P-typ_P_:

site.

PR023298; ATPase_P-typ_TM dom sf.

PR008250; ATPase_P-typ_tr
PR036412; HAD-|ike_sf.
PR023214; HAD_sf.
PR0O05775; P-type_ATPase_|
PR001757; P_typ_ATPase.

ansduc_dom A sf.

IC

PR044492; P_typ_ATPase_HD dom
NCBI fam Tl GRO1106; ATPase-11C _X-K;
NCBI f am Tl GR01494; ATPase_P-type; 2.

1.

cytopl asmic domain N, 1.
cytopl asmic transduction donain A5 1.
transmenbrane domai n;

1.

SODI UM POTASSI UM TRANSPORTI NG ATPASE SUBUNI T ALPHA; 1.

PANTHER;, PTHR43294: SF15; SODI UM POTASSI UM TRANSPORTI NG ATPASE SUBUNI T ALPHA- 3; 1.
Pfam PF13246; Cation_ATPase; 1.
Pfam PFO0689; Cation_ATPase_C;, 1.
Pfam PFO0690; Cation_ATPase_N;, 1.
Pfam PFO0122; El-E2_ATPase; 1.

PRI NTS; PR00119; CATATPASE.

PRI NTS; PR00121; NAKATPASE.

SFLD; SFLDG00002; Cl.7:_P-type_atpase_like; 1.
SFLD; SFLDF00027; p-type_atpase; 1.
SMART; SMD0831; Cation_ATPase_N; 1.
SUPFAM SSF81653; Cal ci um ATPase, tr
SUPFAM SSF81665; Cal ci um ATPase, transmenbrane domain M 1.
SUPFAM SSF56784; HAD-like; 1.

SUPFAM SSF81660; Metal cation-transporting ATPase,

PROSI TE; PS00154; ATPASE E1_E2; 1.
1: Evidence at protein |evel;

ATP-bi nding; Cell menbrane; Direct protein sequencing;

Magnesi um Menbrane; Metal - bi ndi ng;

Pot assi um Potassiumtransport;

Sodi um transport; Sodi unf potassiumt
Transnenbrane helix; Transport.

CHAI N

TOPO_DOM

TRANSMVEM

TOPO_DOM

TRANSMEM

TOPO_DOM

TRANSMEM

TOPO_DOM

1..1013

ansduction domain A; 1.

lon transport;

Nucl eot i de- bi ndi ng; Phosphopr ot ei n;

Ref erence proteone; Sodium

ransport; Transl ocase;

ATP-bi nding donain N, 1.

Transmenbr ane;

/ not e=" Sodi uni pot assi um transporting ATPase subunit al pha-
3"

/i d="PRO_0000046299"
1..77
/ not e=" Cyt opl asmi c"

/ evi dence="ECO 0000255"

78..98
/note="Helical"

/ evi dence="ECO 0000255"

99..121
/ note="Extracel | ul ar

/ evi dence="ECQO 0000255"

122..142
/note="Helical"

/ evi dence="ECQO 0000255"

143..278
/ not e="Cyt opl asmi c"

/ evi dence="ECQO 0000255"

279..298
/note="Helical"

/ evi dence="ECQO 0000255"

299..310
/ note="Extracel | ul ar
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GO, GO 0030424; C.axon; |SO MG .

GO, GO 0044305; C:calyx of Held; 1SO M.

GO, GO 0005737; C:.cytoplasm |DA M3 .

GO, GO 0044327; C:dendritic spine head; |SO M3 .

GO, GO 0044326; C:dendritic spine neck; |SO M3 .

GO, GO 0005783; C:endoplasmic reticulum |SS: Uni ProtKB.

GO, GO 0005794; C: Gol gi apparatus; |SS: Uni ProtKB.

GO GO 0016020; C:nenbrane; |SO M3 .

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

GO GO 0098984; C:.neuron to neuron synapse; | DA ARUK- UCL.

GO, GO 0043025; C:neuronal cell body; |SO M3 .

GO GO 0005634; C:nucleus; |DA M.

GO, GO 0031090; C:organelle nenbrane; |SO M3 .

GO, GO 0001917; C: photoreceptor inner segnent; | DA: ARUK- UCL.

GO, GO 0005886; C:plasma menbrane; | SS: Uni Prot KB.

GO GO 0098794; C: postsynapse; |SO MJ .

GO, GO 0042734; C:presynaptic nenbrane; |SO M3 .

GO GO 0042383; C:sarcol erma; | DA: BHF- UCL.

GO, GO 0005890; C:sodi um potassi um exchangi ng ATPase conpl ex; | DA: BHF- UCL.
GO, GO 0045202; C:synapse; | SS: Uni ProtKB.

GO, GO 0001540; F:anyl oi d-beta binding; |SO M3 .

GO, GO 0005524; F: ATP bi ndi ng; | EA: Uni Prot KB- KW

GO, GO 0016887; F: ATP hydrolysis activity; |EA InterPro.

GO, GO 0031748; F: D1 dopanmine receptor binding; |SO M3 .

GO, GO 0043395; F:heparan sul fate proteoglycan binding; |PlI:BHF- UCL.

GO, GO 0046872; F:netal ion binding; |EA Uni ProtKB- KW

GO, GO 0005391; F:P-type sodi um potassi um exchanging transporter activity; |SS:UniProtKB.
GO, GO 0086037; F:P-type sodi um potassi um exchangi ng transporter activity involved in regulation of cardiac nmuscle cell nenbrane |
GO, GO 0051087; F:protein-folding chaperone binding; |SO M3 .

GO, GO 0008344; P:adult |oconptory behavior; |M:MI.

GO, GO 0060048; P:cardiac nmuscle contraction; | DA BHF- UCL.

GO, GO 1904646; P:cellular response to anyloid-beta; |SO M3 .

GO, GO 0030007; P:intracellular potassiumion honeostasis; |SO M.

GO, GO 0006883; P:intracellular sodiumion homeostasis; | DA BHF- UCL.

GO, GO 0035235; P:ionotropic glutamate receptor signaling pathway; | MP: M3 .
GO GO 0007613; P:menory; | MP:MA .

GO0, GO 1990535; P:neuron projection maintenance; |1SO M3 .

GO, GO 1990573; P:potassiumion inport across plasma nenbrane; |1SO M3 .
GO0, GO 0006813; P:potassiumion transport; |SO M3 .

GO, GO 1902600; P:proton transmenbrane transport; |BA GO Central.

GO0, GO 0086036; P:regul ation of cardiac nuscle cell nmenbrane potential; |Q:BHF- UCL.
GO, GO 0009410; P:response to xenobiotic stinulus; |M:M3.

GO0, GO 0036376; P:sodiumion export across plasma menbrane; | DA BHF- UCL.
GO, GO 0006814; P:sodiumion transport; |SO M3 .

GO, GO 0008542; P:visual |earning; |M:M3.
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SQ

TRANSMEM

TOPO_DOM

TRANSMEM

TOPO_DOM

TRANSMEM

TOPO_DOM

TRANSMEM

TOPO_DOM

TRANSMEM

TOPO_DOM

TRANSMEM

TOPO_DOM

TRANSMEM

TOPO_DOM

REG ON

REG ON

ACT_SITE

BI NDI NG

BI NDI NG

MOD_RES

MOD_RES

MOD_RES

MOD_RES

MOD_RES

MOD_RES

MOD_RES

SEQUENCE

MGDKKDDKSS
| LARDGPNAL
YLG VLAAW
VEI KGGDRVP
EGTARGVWVA
LI LGYTW.EA
STI CSDKTGT
AVFKGGQDNI
SI HETEDPND
RVLGFCHYYL
I KVI WTGDH
KDFTSEQ DE
GVAMG AGSD
LLFI MANI PL
SMAYGQ GM
RKVVEFTCHT

/ evi dence="ECQO 0000255"

311..328

/ note="Hel i cal

/ evi dence="ECQO 0000255"

329..762

/ not e=" Cyt opl asmi c"

/ evi dence="ECQO 0000255"

763..782

/ note="Hel i cal

/ evi dence="ECQO 0000255"

783..792

/ note="Extracel | ul ar"

/ evi dence="ECQO 0000255"

793..813

/ note="Hel i cal

/ evi dence="ECQO 0000255"

814..833

/ not e=" Cyt opl asmi c"

/ evi dence="ECQO 0000255"

834..856

/ note="Hel i cal

/ evi dence="ECQO 0000255"

857..908

/note="Extracel lul ar"

/ evi dence="ECQO 0000255"

909. . 928

/note="Helical"

/ evi dence="ECQO 0000255"

929..941

/ not e=" Cyt opl asmi c"

/ evi dence="ECQO 0000255"

942..960

/note="Helical"

/ evi dence="ECQO 0000255"

961..975

/note="Extracel lul ar"

/ evi dence="ECQO 0000255"

976. . 996

/note="Helical"

/ evi dence="ECQO 0000255"

997..1013

/ not e=" Cyt opl asmi c"

/ evi dence="ECQO 0000255"

1..24

/ not e="Di sor der ed"

/ evi dence="ECO 0000256| SAM Mobi DB-li te"
72..74

/note="Interaction with phosphoi nositide-3 kinase
/ evi dence="ECQO 0000250"

366

/ not e="4- aspartyl phosphat e int ermedi ate"
/ evi dence="ECQO 0000250"

707

/1igand="My(2+)"

/1i gand_i d=" ChEBI : CHEBI : 18420"

/ evi dence="ECQO 0000250"

711

/1igand="My(2+)"

/1i gand_i d=" ChEBI : CHEBI : 18420"

/ evi dence="ECQO 0000250"

37

/ not e=" Phosphoseri ne"

/ evi dence="ECQO 0000250| Uni Pr ot KB: P06687"
56

/ not e=" Phosphoseri ne"

/ evi dence="ECO 0007744| PubMed: 21183079"
218

/ not e=" Phosphoseri ne"

/ evi dence="ECO 0007744| PubMed: 21183079"
265

/ not e=" Phosphoseri ne"

/ evi dence="ECO 0007744| PubMed: 15648052"
442

/ not e=" Phosphoseri ne"

/ evi dence="ECO 0000250| Uni Pr ot KB: P06687"
548

/ not e=" Phosphot yr osi ne"

/ evi dence="ECO 0007744| PubMed: 18034455"
933

/ not e=" Phosphoserine; by PKA"

/ evi dence="ECO 0000250"

1013 AA; 111692 MA

PKKSKAKERR DLDDLKKEVA
TPPPTTPEW KFCRQLFGGF
11 TGCFSYYQ EAKSSKI MES
ADLRI | SAHG CKVDNSSLTG
TGDRTVMGRI  ATLASGLEVG
VIFLI G | VA NVPEGLLATV
LTQNRMI'VAH MAEDNQ HEA
PVLKRDVAGD ASESALLKCI
NRYLLVNKGA PERI LDRCAT
PEEQFPKGFA FDCDDVNETT
Pl TAKAI AKG VG | SEGNET
| LQNHTEI VF ARTSPQQKLI
VSKQAADM L LDDNFASI VT
PLGTI TILCl DLGTDWPAI
QALGGFFSYF VI LAENGFLP
AFFVSI VWQ WADLI | CKTR

CPGVDVALRM YPLKPSWAFC AFPYSFLI FV

72F051406284EABA CRCB4;

MTEHKVBVEE VCRKYNTDCV QGLTHSKAGE
SILLW GAI L CFLAYG QAG TEDDPSGDNL
FKNMVPQQAL VI REGEKMQV NAEEVWWGDL

ESEPQTRSPD CTHDNPLETR
KTPI Al El EH FI QLI TGVAV
TVCLTLTAKR MARKNCLVKN
DTTEDQSGTS FDKSSHTWA
ELSSGSVKLM RERNKKVAEI
| LLQGKEQPL DEENKEAFQN
DNLCFVGLMS M DPPRAAVP
VEDI AARLNI  PVSQVNPRDA
| VEGCQRQGA | VAVTGDGVN
GVEEGRLI FD NLKKSI AYTL
SLAYEAAESD | MKRQPRNPR
GNLVG RLNW DDRTVNDLED
RNSVFQQGVK NKI LI FGLFE
YDEI RKLI LR RNPGGWEKE

NI TFFSTNCV
FLGVSFFI LS
LEAVETLGST
LSH AGLONR
PENSTNKYQL
AYLELGGLGE
DAVGKCRSAG
KACVI HGTDL
DSPALKKADI

TSNI PEI TPF
TDKLVNERLI

SYGQQWIYEQ
ETALAAFLSY
TYY
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Mascot: http://www.matrixscience.com/




