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1.

DEL

Najprej v iskalno vrstico na UniProt vpiSemo ime KIM-1. Gremo na prvi zadetek, ki je pri ¢loveku,
torej Homo sapiens. Njegov UniProt ID je Q96D42, priporocen naziv proteina pa je Hepatitis A
virus cellular receptor 1. To najdemo pod zavihkom Names & Taxonomy, v razdelku
Recommended name.

Pod Function preverimo interakcije z virusi - med njimi so:

Hepatitis A virus, Ebolavirus and Marburg virus, Dengue virus, Zika virus ter Chikungunya virus.
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i) Gremo na PubMed in v iskalno vrstico vpiSemo priporoc¢eno ime: Hepatitis A virus
cellular receptor 1. Nato pri filtrih ozna¢imo moznost Review. Na levi strani, pod
Results by year, opazimo, da je najvec ¢lankov izSlo v letu 2016.
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b.) Na UniProt, pod Function, piSe da lahko zaznamo v urinu.

c.) Na UniProt, pod Disease & Variants, odgovor je na sliki prikazan.
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d.) Protein je dolg 364 a.k. ostankov.

i) Na ProtParam vnesemo aminokislinsko zaporedje za ta protein. Opazimo, da se
najpogosteje pojavljajo treonin (Thr, T), valin (Val, V) in serin (Ser, S).

ii.) Izoelektricna tocka je 6.44, pri pH=8, je deprotoniran, to pomeni da uporabljamo anionski
izmenjevalec.

Number of amino acids: 364

Molecular weight: 35249.70
Theoretical pI: &.44

Amino acid composition:  CSV format

Als (A) 186 4.4%
Arg (R) 11 3.e%
Asn (N} 14 3.8%
Asp (D) 11 3.o%
Cys (C) 7 1.9%
Gin (Q) 12 3.3%
Giu (E) 14 3.8%
Gly (6) 17 4.7%
His (M) 8 2.2%
Ile (I) 17 4.7%
Leu (L) 29 8.e%
Lys (K) 12 3.3%
Met (M) 7 1.9%
Phe (F) 7 1.9%
Pro (P) 26 7.1%
Ser (S) A5 9.6%
Thr (T) &6 18.1%
Trep (W) 4 1.1%
Tyr (Y) 18 2.7%
val (V) a1 11.35%
Pyl (0) e o.e%
Sec (L) e e.ex

(8) 2 e.o%

(z) e e.e%

(x) @ e.e%

iii.) Vstavimo aminokislinsko zaporedje v BLASTp in vidimo, da je najbolj podoben protein,
razen pri ¢loveku, najden pri vrsti Pan troglodytes, s kodo XP_016809598.2.

e.) Na UniProt pod Structure najdemo PDB kodo 5DZ0.

i.)  Na PDB strani opazimo, da je bila za dolocitev strukture uporabljena metoda X-ray
diffraction, in da je bil protein izrazen v celicah Escherichia coli.

ii.)  Manjka propeptid.

iii.) Opazimo ligande: nitratni in natrijev ion.
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2. DEL

Na strani UniProt po taksonomiji pois¢emo virus Hepatitis A in odpremo prvi zadetek s kodo
A3FMB?2.

a.) Vrazdelku PTM/Processing najdemo odgovor prikazan na sliki: Modificirana aminokislina je
tirozin na poziciji 1499, oznacen kot: O-(5'-phospho-RNA)-tyrosine.
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b.) Ne bi uporabili bakterijske celice za izrazanje, ker ne tvorijo disulfidne vezi, na¢ protein pa jih

Chain
Chain

Modifsed residue

Sequence: ¥

Chain

f hain

PRO 0000310044

PRO 0000310670

PRO 0000310672

PRO NOMNATINAT

tvori, zato bi bilo izrazanje napacno.
c.) Gremo na prvi link pri UniProt ki vodi do GenBank, kod je EF406357.1, dolzina kodirajoca regija

znasa 7364-681+1=6684 a.k. ostankov.

i.) genomska ssRNA, gre za RNA virus

ii.) motiv atttctccccg se nahaja na mestih 5131-5140 in to lahko ga hitro najdemo s funkcijo

LR TR AL BVl

1423-2227

1497-1519

149%

15201738

1522727
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Protein JABCD

Viral protein genome- linked

O-{5"phospho-RNA) tyrosine | ™ iy svtartiy

Protease 3C
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Ctrl + F tako, da zaporedje vpiSemo v iskalno vrstico.

Hepatitis A virus strain H2W polyprotein gene, complete cds

GenSank: EF408357 1

FASTA

LOKuS
DEFINITION
ALCESSTON
VERSION
KEYWORDS
SOMRLCE
CRGANTSH

NEFENENCE
NUTHORS
TITLE

JOURNAL
PURNED
NEFENENCE
HNUTVORS
TITLE
ounial

FLATUNES
Source

LF406357

7435 bp ss-NMA

linear

Hopatitls & virus stealn MON polyprotels gene, complete <ds.

EF486357
EFdeeisr. s

Hopatovirus &
Nezatovi

Hepatovires ahepa,
1 (bases 1 to 743%)

Flboviria) Orthorsavirae; Plswwiricote; Pisonivielcotes;
Iralus; Picomavirides; Heptrevirines, Hepetovires;

Targ,CH., Mo0,].5,, Chali,S.A,, Then,Y. and Thueng,F.C.,

Molscular svolution of hepatitis A virus in & humes diploid cell

lice
vorld J. Gastroentursl.
1L 108

2 (bases 1 to 743%)

Torg,Co, Mo, 3., Chad,S., Chan,Y. and Thuang, 7

Dirwct Sudmission

13 (34), 46304535 (10e7)

Submitted (20-JAN-2007) Institute of Viral Oiswases, Lhejiang

Acadewy of Medical Sciences, No, 182 Tiansushan Road, 'aegzhou,

Ihejlang 318013, P.R. China

Location/Qualifiers

1,.,74%

Jorgenise="Hepatovirus A"

feul_typez"genoeic ANA"

{strainz"na*

/isolation_scurce«"feces of hepatitis A patlent”

{db_xref="taxon: 1J042
inn am

frupleca=""
1. .736a
Jcodom_start:l
{prodec
{protein id

1$3343.1°

YRL 99-DIC-2012

ftramelation: "MHMSKOGTFQTVLRSGI DHILSLADIE EEQMIQSVDRTAVIGASY
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d.) Gremo na ProtParam, deleZ zrecunamo za negativno nabite a.k. ostankov kot 250/2227 in za
pozitivne kot 223/2227.
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e.) Od 1204 do 1366 sega SF3 helicase, in to najdemo na UniProt, pod Family & Domains.

Number of amino

acids: 2227

Molecular weight: 2513935.24

Theoretical pI:

6.09

Amino acid composition: | CSV format

Ala
Arg
Asn
Asp
Cys
Gln
Glu
Gly
His
Ile
Leu
Lys
Met
Phe
Pro
Ser
Thr
Trp
Tyr
val
Pyl
Sec

(A)
(R)
(N)
(D)
(c)
(Q)
(E)
(G)
(H)
(1)
(L)
(K)
(M)
(F)
(P)
(s)
(T)
(W)
(Y)
(V)
(o)
(u)

(8)
(Z)
(x)

Total number of negatively charged residues (Asp + Glu): 250
Total number of positively charged residues (Arg + Lys): 223

Domain

e
e
e

12e
89
iel1
132
43
-1
118
138
53
143
195
134
72
1ze
97
173
134
36
77
162
=]
e

Sequence:
HQKLKNLGSINQAMVTRCEPVVCYLYGKRGGGKSLTSIALATKICKHYGVEPEKNIYTKPVASDYWDGYSGQLVCIIDDIGONTTDE

DWSDFCQLVSGCPMRLNMASLEEKGRHFSSPFIIATSNWSNPSPKTVYVKEAIDRRLHFKVEVKPASFFKNPHNDM
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4%
.eox
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9%
J9%
.o%
. 3%
2%
4%
4%
.8%
.ex
-2%
.a%
A%
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.e%
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.5%
3%
.ex
.ex

.e%
.e%
N -
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SF3helicase ™ pROSITE-ProRul Annotation
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