EPrAziA BIONAHPO®OPIKHZ

FEQPFTONOYAOY XPIZTINA (AEM:8293)
BOrIATZH NIKOAETA (AEM:8630)

MHAIATKOY AAEZANAPA-EAIZABET (AEM:8340)

Kwdik6g rpwreivng: 1CB8 (P01732)

lcd8 (730553 ) =




Ta sequence and to UnitProt eivat :
Fastal

>sp|P01732|CD8A HUMAN T-cell surface glycoprotein CD8 alpha
chain OS=Homo sapiens GN=CD8A PE=1 SV=1
MALPVTALLLPLALLLHAARPSQFRVSPLDRTWNLGETVELKCQVLLSNPTSGCSWLEFQP
RGAAASPTFLLYLSONKPKAAEGLDTQRFSGKRLGDTEFVLTLSDFRRENEGYYFCSALSN
SIMYFSHEVPVFLPAKPTTTPAPRPPTPAPTIASQPLSLRPEACRPAAGGAVHTRGLDFA
CDIYIWAPLAGTCGVLLLSLVITLYCNHRNRRRVCKCPRPVVKSGDKPSLSARYV

Fasta2

>sp|P01732-2|CD8A HUMAN Isoform 2 of T-cell surface
glycoprotein CD8 alpha chain OS=Homo sapiens GN=CD8A
MALPVTALLLPLALLLHAARPSQFRVSPLDRTWNLGETVELKCQVLLSNPTSGCSWLFEFQP
RGAAASPTFLLYLSONKPKAAEGLDTQRFSGKRLGDTFVLTLSDFRRENEGYYFCSALSN
SIMYFSHEVPVFLPAKPTTTPAPRPPTPAPTIASQPLSLRPEACRPAAGGAGNRRRVCKC
PRPVVKSGDKPSLSARYV

Fasta3

>sp|P01732-3|CD8A HUMAN Isoform 3 of T-cell surface
glycoprotein CD8 alpha chain OS=Homo sapiens GN=CD8A
MRNQAPGRPKGATFPPRRPTGSRAPPLAPELRAKQRPGERVMALPVTALLLPLALLLHAA
RPSQFRVSPLDRTWNLGETVELKCQVLLSNPTSGCSWLFQPRGAAASPTFLLYLSQNKPK
AAEGLDTQREFSGKRLGDTFVLTLSDFRRENEGYYFCSALSNSIMYFSHFVPVFLPAKPTT
TPAPRPPTPAPTIASQPLSLRPEACRPAAGGAVHTRGLDFACDIYIWAPLAGTCGVLLLS

LVITLYCNHRNRRRVCKCPRPVVKSGDKPSLSARYV

Ta amoteAéopata tn¢ avalitnong oamdé to ProtParam:
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QREFSGKRLGD TEFVLTLSDFR RENEGYYFCS ALSNSIMYFES
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TPAPTIASQP LSLRPEACRP AAGGAVHTRG LDFACDIYIW

690 700
NHRNRRRVCK CPRPVVKSGD KPSLSARYV

References and documentation are available.

Number of amino acids: 709

Molecular weight:

Theoretical pI:

77492.2

10.03

Amino acid composition:

Ala (A)
Arg
Asn
Asp
Cys
Gln
Glu
Gly
His
Ile
Leu
Lys
Met
Phe
Pro
Ser
Thr
Trp
Tyr
Val
Pyl
Sec
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Total number of negatively charged residues (Asp + Glu): 39
Total number of positively charged residues (Arg + Lys): 86

Atomic composition:

Carbon
Hydrogen
Nitrogen
Oxygen
Sulfur

n O =Z T

3489
5534
984
952
31


http://web.expasy.org/tools/protparam/protpar-ref.html
http://web.expasy.org/tools/protparam/protparam-doc.html

Formula: C3489H553:Nogs0952531
Total number of atoms: 10990

Extinction coefficients:

Extinction coefficients are in units of Mt cm!, at 280 nm measured
in water.

Ext. coefficient 73810
Abs 0.1% (=1 g/1) 0.952, assuming all pairs of Cys residues form
cystines

Ext. coefficient 72310
Abs 0.1% (=1 g/1) 0.933, assuming all Cys residues are reduced

Estimated half-life:
The N-terminal of the sequence considered is M (Met).
The estimated half-1life is: 30 hours (mammalian reticulocytes, in
vitro) .
>20 hours (yeast, in vivo).
>10 hours (Escherichia coli, in vivo).

Instability index:

The instability index (II) is computed to be 48.66
This classifies the protein as unstable.

Aliphatic index: 84.68

Grand average of hydropathicity (GRAVY): -0.092
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Ta apwoééa tov Bplokovtal ektdc tou Ramachandran Plot sivat:

Ala 43,Arg 40

H yAukivn gival To amAoUoTtepo Kol HIKPOTEPO AULVOEY, UE LOVO £va ATOLO USPOYOVO WG
TAEUPLKA aAuacida. To Lo XapaKTNPLOTLKO yVWELOUA EvaL OTL N amouacia PG LEYAAUTEPNC
TAEUPLKAG aAucibag Sivel oTo MENMTIOIKO OKEAETO TTOAU peyaAUTepn Slapopdpwtikn eVEALEL
o€ ox€on Ue ta aAAa katdAouta. Eneldn n mAeupikn alvoida tng yAukivng ivat pkpn
(LOALC €va atopo uSpoyovou), n YAUKivn UTTopEL va CUUUETEXEL OE TTOAAEG SLOUOPPWOELG N
QMO8 EKTEC yla GAAQL aLVOEEQL.



