Lampiran 1. Certificate of Analysis (CoA)

Rat OLR1/LOX1 Protein (Fc Tag)

Catalog Number:  80268-R01H
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Sino Biological Inc.

Biological Solution Specialist

General Information
Gene Name Synonym:
OLR1, Lax1, Oldirt

Protein Construction:

A DNA saquence encoding the rat OLR1 (O70156) (Leub0-Gin364) was
axpressed with Fc region of human lgG1 at the N-terminus.

Source: Rat

Expression Host: Human Cells

QC Testing

Purity: (90.4+8.5) % as determined by SDS-PAGE

Endotoxin:

< 1.0 EU per pg of the protein as determined by the LAL method
Stability:

Samples are stable for up 1o twelve months from date of receipt at-70 'C
Predicted N terminal: Glu

Molecular Mass:

The recombinant rat OLR1 comprises 565 amino acids and predicts a
molecular mass of 639 kDa. The apparent molecular mass of the
recombinant protein is approximately 66 and 35 kDa in SDS-PAGE under
reducing conditions due to glycosylation.

Formulation:

Lyophilized from sterile PBS, pH 7.4

MNormally 5 % - 8 % trehalose and mannitol are added as protectanis
before lyophilization. Specific concentrations are included in the hardeopy

of COA. Please contact us for any concerns or special requirements.
SDS-PAGE:

184
1A —

Usage Guide
Storage:

Store it under sterile conditions at -20°C to -B0C upon receiving.
Recommend to aliguot the protein into smaller quantities for optimal
storage.

Avoid repeated freeze-thaw cycles.

Reconstitution:

Detailed reconstitution instructions are sent along with the products.

Protein Description

Oxidized low-density lipoprotein recaeptor 1 (Ox-LDL receptor 1) also known
as lectin-type oxidized LDL receptor 1 (LOX-1) is a receplor protein which
belongs to the C-type lectin superfamily. Lectin-like oxidized LDL receptor-
1 {LOX-1) was isolated from an aortic endothelial cell, and recently it has
been discovered in macrophages and vascular smooth muscle cells in
artery vessels. The expression of LOX-1 is inducted by inflammatory stimuli,
20 LOX-1 s thought to be involved in the development of atherosclerotic
lesions. It is an important cell surface receptor for the progression of
atherasclerosis. LOX-1 is a multi-igand receptor originally identified as the
endothelial cxidized LDL receptor. LOX-1 expression is also induced in
smooth muscle cells in response to proinflammatory and oxidative stimuli.
LOX-1 may play an impornant role in the progression of vulnerable carotid
plague and might regulate vulnerable plague formation in coocperation with
MMPs and TIMP-2.

References
1. Hinagata J. et al., 2006, Cardiovasc Res. 69 (1) 263-T1.

2. Melan MA_ et al., 1994, Plant Physiol. 105 (1): 385-583.
3. Saito A. et al_, 2010, Acta Neurachir (Wien). 152 (4): 585-85.

Manufactured By Sino Biological Inc., FOR RESEARCH USE ONLY. NOT FOR USE IN HUMANS.
Fax :+86-10-51029969 ® Tel:+86-400-890-9989 ® http://iwww.sinobiological.com
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Lampiran 2. Perhitungan untuk Preparasi Vaksin

¢ Konsentrasi larutan stok protein = ﬁ—f =0,25 pg/ul

e Pengenceran larutan stok protein dengan konsentrasi 25 x 102 pg/pl
menjadi 1 x 10°— 107 ug/ul
1. Kelompok perlakuan 4 (P,) : Larutan baku protein 1 x 10 pg/ul dari
larutan stok protein 25 x 10 pg/pl

VixM; = Vo XM,

V1x 25 x 102 pg/ul 500 pl x 1 x 102 pg/pl
V,; = 20 V3
I
2. Kelompok perlakuan 3 (Ps) : Larutan baku protein 1 x 10 pg/pl dari
larutan baku protein 1 x 107 pg/ul

VixM;: = Vo xM;,

V1 x1x107% ug/ul 500 pl x 1 x 107 pg/ul
V., = 50ul
3. Kelompok perlakuan 2 (P,) : Larutan baku protein 1 x 10" pg/pl dari
larutan baku protein 1 x 107 pg/ul

VixM; = Vo xM;,

V1 x1x 1072 pg/ul 500 ul x 1 x 10™ pg/pl
Vi, =5 M
I
4. Kelompok perlakuan 4 (P,) : Larutan baku protein 1 x 10®° pg/pl dari

larutan baku protein 1 x 10 pg/pl



V1x1x107? pg/ul

V1XM1 V2XM2

V, = 05l

Perhitungan diatas dirangkum dalam tabel berikut:

500 pl x 1 x 10°° pg/pl
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Perlakuan Konsentrasi Volume larutan Volume Volume Volume
protein (ug/pl) protein (pl) PBS (ul) alum (pl) akhir (ul)

5 - - 500 1000

4 1x10% 20 pl larutan stok 480 500 1000

3 1x10° 50 pl larutan protein P, 450 500 1000

2 1x10* 5 pl larutan protein P, 495 500 1000

1 1x10° 0,5 pl larutan protein P, 499,5 500 1000




Lampiran 3.

20, 10, dan 5 pg/ml

Larutan standar 320 pg/ml dari larutan induk 640 pg/ml
Vi XM=V, x M,
V1 x 640 pg/ml = 240 pl x 320 pg/ml
V. =120 pl
Larutan standar 160 pg/ml dari larutan standar 320 pg/ml
Vi XxM;=Vs XM,
V1 x 320 pg/ml = 240 pl x 160 pg/ml
V, =120 pl
Larutan standar 80 pg/ml dari larutan standar 160 pg/ml
Vi XM;=Vs XM,
V3 x 160 pg/ml = 240 pl x 80 pg/ml
V=120 pl
Larutan standar 40 pg/ml dari larutan standar 80 pg/ml
Vi XM; =V, x M,
V; x 80 pg/ml = 240 pl x 40 pg/mi
V=120 pl
Larutan standar 20 pg/ml dari larutan standar 40 pg/ml
ViXxM;=Vs XM,
V1 x 40 pg/ml = 240 pl x 20 pg/ml

V=120 pl
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Perhitungan untuk Pembuatan Larutan Standar 320, 160, 80, 40,
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e Larutan standar 10 pg/ml dari larutan standar 20 pg/ml
Vi XM=V, x M,
V1 x 20 pg/ml = 240 pl x 10 pg/ml
V=120 pl
e Larutan standar 5 pg/ml dari larutan standar 10 pg/ml
Vi xM;=Vs XM,
V1 x 10 pg/ml = 240 pl x 5 pg/ml

Vi =120 pl

Perhitungan diatas dirangkum dalam tabel berikut:

No. Konsentrasi Volume larutan Volume pelarut Volume akhir
(pg/ml) standar yang yang (uh)
diambil (ul) ditambahkan (ul)
7 320 120 pl larutan induk 120 240
6 160 120 ul standar no.6 120 240
5 80 120 pl standar no.5 120 240
4 40 120 pl standar no.4 120 240
3 20 120 pl standar no.3 120 240
2 10 120 pl standar no.2 120 240
1 5 120 pl standar no.1 120 240
0 0 - 120 120
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Lampiran 4. Hasil Pencarian Database Protein LOX-1

Names and origin

Protein names

Gene names

Organism
Taxonomic identifier

Taxonomic lineage

Protein attributes

Sequence length
Sequence status
Sequence processing

Protein existence

Recommended name:
Oxidized low-density lipoprotein receptor 1
Short name=0x-LOL receptor 1
Alternative name(s):
C-type lectin domain family 8 member A
Lectin-like oxidized LDL receptaor 1
Short name=L0X-1
Shert name=Lectin-like oxLDL receptor 1
Short name=hLOX-1
Lectintype oxidized LOL receptor 1
Cleaved into the following chain:
1. Oxidized low-density lipoprotein receptor 1, soluble form

Name: OLR1
Synonyms:CLECEA, LOX1

Homo sapiens (Human) [Reference proteome]

9606 [NCBI]

Eukaryota » Metazoa » Chordata » Craniata » Vertebrata » Euteleostomi » Mammalia » Eutheria » Euarchontoglires » Primates »
Haplorrhini » Catarrhini » Hominidae » Homo

273 AA
Complete.
The displayed sequence is further processed into a mature form.

Evidence at protein level

General annotation (Comments)

Function

Subunit structure
Subcellular location

Tissue specificity

Induction

Domain

Post-translational medification

Involvement in disease

Sequence similarities

Receptor that mediates the recognition, internalization and degradation of oxidatively modified low density lipoprotein (oxLDL) by
vascular endothelial cells. OxLDL is a marker of atherosclerosis that induces vascular endothelial cell activation and dysfunction,
resulting in pro-inflammatory responses, pro-oxidative conditions and apoptosis. Its association with 0xLDL induces the
activation of NF-kappa-B through an increased production of intracellular reactive oxygen and a variety of pro-atherogenic cellular
responses including a reduction of nitric oxide (MO) release. monocyte adhesion and apoptosis. In addition to binding oxLDL, it
acts as a receptor for the HSPT0 protein involved in antigen cross-presentation to naive T-cells in dendritic cells, thereby
participating in cell-mediated antigen cross-presentation. Also involved in inflammatory process. by acting as a leukocyte-
adhesion molecule at the vascular interface in endotoxin-induced inflammation. Also acts as a receptor for advanced glycation

end (AGE) groducts activated platelets, monocytes, apoptotic cells and both Gram-negative and Gram-positive bacteria | 7=11

Homadimer; disulfide-linked. May form a hexamer composed of 3 homodimers. Interacts with HSPT0. (Ret2) (Reft8) (Ref2?

lembrane raft. Secreted. Note: A secreted
]

Cell membrane; Lipid-anchor. Cell membrane; Single-pass type Il membrane protei
form also exists. Localization to membrane rafts requires palmitoylation. | 7212211

Expressed at high level in endothelial cells and vascular-rich organs such as placenta, lung, liver and brain, aertic intima, bone
marrow, spinal cord and substantia nigra. Also expressed at the surface of dendritic cells. Widely expressed at intermediate and
low level. | Ref1 )| Ref4 || Ref14 )

By inflammatory cytokines such as TNF, IFNG/IFN-gamma. ILE/interleukin-& and by pathological conditions such as
hyperlipidemia, hypertension and diabetes mellitus. Up-regulated in atherosclerotic lesions, by oxLDL, reactive oxyge n spe es

and fluid shear stress, Suggestmg that it may pammpate in amplification of oxLDL-induced vascular dysfunction. | =2

The C-type lectin domain mediates the recognition and binding of oxLDL. | 7&.2 J1 Fef2s

The intrachain disulfide-bonds prevent MN-ghycosylation at some sites.

N-glycosylated. | Ref3

Indep ndent assomahon enatic studies have implicated OLR1 gene variants in myocardial infarction susceptibility. | 72015
23 )

ding to some authors (%=
I'and | 7=1.20 ) they do not.

Caontains 1 C-type lectin domain.



Ontologies

Keywords
Biological process

Cellular component

Coding sequence diversity

Domain

Ligand
Molecular function
PTM

Technical term

Gene Ontology (GO)

Biological_process

Cellular_component

Malecular_function

Cell adhesion
Immunity
Inflammatory response

Cell membrane
Membrane
Secreted

Alternative splicing
Palymarphism
Cailed coil
Signal-anchor

Transmembrane
Transmembrane helix

Lectin
Receptor
Disulfide bond
Glycoprotein
Lipoprotein
Palmitate
3D-structure

Complete proteome
Reference proteome

blood circulation )
Traceable author statement (R=.1). Source: Protinc

blood coagulation
Traceable author statement. Source: Reactome

cell death
Inferred from electronic annotation. Source: Ensembl

inflammatory response
Inferred from electronic annotation. Source: UniProtKB-KW

leukocyte cell-cell adhesion
Inferred from electronic annotation. Source: Ensembl

leukocyte migration
Traceable author statement. Source: Reactome

lipoprotein metabolic process
Inferred from electronic annotation. Source: Ensembl

proteolysis )
Traceable author statement (R=.1). Source: Protinc

respanse to hydrogen peroxide
Inferred from electronic annotation. Source: Ensembl

extracellular region
Inferred from electronic annotation. Source: UniProtKB-SubCell

integral component of plasma membrane
Traceable author statement (R=".1). Source: Protinc

intracellular membrane-bounded organelle

Inferred from direct assay. Source: HPA

membrane )

Traceable author statement (R=-1). Source: Pratinc

membrane raft
Inferred from electronic annotation. Source: UniProtKB-SubCell

nucleus
Inferred from direct assay. Source: HPA

plasma membrane
Inferred from direct assay. Source: HPA

receptor complex )
Inferred from direct assay | PutM

. Source: MGI
carbohydrate binding
Inferred from electronic annotation. Source: InterPro

low-density lipoprotein receptor activity
Inferred from electronic annotation. Source: Ensembl
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Alternative products

This entry describes 3 isoforms produced by alternative splicing. [Align] [Select]
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Isoform 1 (identifier: P78380-1)

This isoform has been chosen as the ‘canonical' sequence. All positional information in this entry refers to it. This is also the sequence that appears in the

downloadable versions of the entry.

Isoform 2 (identifier: P78380-2)

The sequence of this isoform differs from the canonical sequence as follows:
142-273: APCPQDWIWH.. CQKKANLRAQ — GLHPASNFLF...GRFSFDAPLI

MNote: Mo experimental confirmation available.

Isoform 3 (identifier: P78380-3)

The sequence of this isoform differs from the canonical sequence as follows:
189-273: DFIQQAISYS. .CAKKANLRAQ — |

Note: Mo experimental confirmation available.

Sequence annotation (Features)
Feature key Position(s) | Length | Description

Molecule processing

Chain 1-273 273  Owidized low-density lipoprotein receptor 1

Chain ?-273 Ouxidized low-density lipoprotein receptor 1, soluble form
Regions

Topological domain 1-36 36 Cytoplasmic (Patential)

Transmembrane 37 -47 21 Helical: Signal-anchor for type | membrane protein; (Potentiar)

Topological domain 58-273 216  Extracellular (Fetential)

Domain 151 - 265 115 C-type lectin

Region 58 -150 93 Meck

Cailed coil 64 - 123 60 | (Potential)
Sites

Site 183 1 Nat glycosylated (Frobable

Amino acid modifications

Lipidation 36 1 S-palmitoyl cysteine [ F=722)
Lipidation 46 1 S-palmitoyl cysteine L7e022)
Glycosylation 73 1 Ninked (GlcNAc...) (Fetential)
Glycosylation 139 1

Disulfide bond 140

Disulfide bond 144 — 185

Disulfide bond 172 — 264

Disulfide bond 243 — 256

Natural variations

Alternative sequence 142 - 273 132 APCPQ..NLRAQ — GLHPASNFLFQFSILDGAVS
EEPQLPMALGGRFSFDAPLI in isoform 2.

Alternative sequence 189 — 273 85 DFIQQ.. .MLREAQ — lin isoform 3.
Natural variant 167 1 K — N Common polymorphism; myocardial infarction
susceptibility. [ =151 2=12 )

Corresponds to variant rs11053646 [ dbSNP | Ensembl ].

Graphical view Feature identifier

S PRO_0000017443
PRO_0000017444

i I

— s WSP_042555

——— W SP_045277
———+F——— VAR_023200



Experimental info

Secondary structure

Mutagenesis

Mutagenesis
Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis
Mutagenesis
Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis
Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Mutagenesis

Helix Strand

Details...

I Tum

22-25

70

140
144

172
183
193
198 — 199
208

209 - 210
209
226
226

229

23

267 - 273

P )

KKAK — EEAE: Impairs sorting into the cell surface but retains
ability to bind oxLDL. Abolishes sorting into the cell surface: when
associated with K-69. [ F=f24)

E — K: Abalishes Somng into the cell surface; when associated
with 22-E-E-25 [F=122

C — S Abolishes homodimerization | 72119

C — 5: Abolishes serting into the cell surface and binding to
acetylated LOL (AcLDL) while increasing M-glycosylation; when
associated with S-155; S-172; S-243; 5-256 and S-264. | 7=1=)

W — A: Abolishes binding to acetylated LOL (AcLDL), probably

due to inappropriate homodimerization. (7=722)

C — 5: Abolishes sorting into the cell surface and binding to
acetylated LOL (AcLDL) while increasing N-glycosylation;_whe when
associated with S-144; S-172; S-243; 5-256 and S-264. 7=

C — 5: Abolishes sorting into the cell surface and binding to
acetylated LDL (AcLDL) while increasing N-glycosylation; when
associated with S-144; 5-155; 5-243; 5-256 and S-264. | =12

N — Q: Does not affect glycosylation state. L7012

Q — L: Impairs binding to acetylated LDL (AcLDL); when
associated with 198-AA-199.

S5 — AA” Impairs binding to acetylated LDL (AcLDL); when
associated with L-193.

R — M: Does not affect subcellular location but d|sp|a‘3.s a strongly
reduced affinity for acetylated LDL (AcLDL). | 2=f28

RM — LL: Abolishes binding to acetylated LDL {AcLDL). | F=f28)
R — M: Does not affect binding to acetylated LDL (AcLDL). [ F=f28 )
H — A- No effect. | R=f2 ][ Ref28 ]

H — Q: Abolishes binding to acet},lated LDL (AcLDL); when
associated with N-229 and N-231. | Ref2 J[ Refas )

R — N: Does not affect subcellular location but displays a reduced
affinity for acetylated LOL (AcLDL). Abolishes binding to fated
LDL |ACLDL] when associated with Q-226 and M-231. L 2=12)

R — M: Abolishes binding to acetylated LDL (AcLDL). Abolishes
binding to AcLDL; when associated with Q-226 and N-229. [ 7=f2)
[ Ref28)

5Q — AL: Impairs binding to acetylated LDL (AcLDL); when
associated with A-240.

S — A Impairs binding to acetylated LOL (AcLDL); when
associated with 235-AL-236. [ F=2)

C — 5: Abolishes sorting into the cell surface and binding to
acetylated LDL (AcLDL) while increasing N-glycosylation; when
associated with 5-144; 5-155; 5-172; 5-256 and 5-264. | 7=12)

R — M: Does not affect subcellular Iocatmn but displays a reduced
affinity for acetylated LOL (AcLDL). | F=f28

C — 5: Abolishes sorting into the cell surface and binding to
acetylated LDL (AcLDL) while increasing N-glycosylation; when
associated with S-144; 5-155; 5-172; 5-243 and S-264. | 7=12)
C — S: Abolishes sorting inte the cell surface and binding to
acetylated LDL {AcLDL) while increasing M-glycosylation; when
associated with 5-144; S-155; 5-172; 5-243 and 5-256. | #=12)

Missing: Impairs protein folding and transport. | 2=0.2)
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Sequences
Sequence Length Mass (Da) Tools
Isoform 1 [UniParc]. FASTA 273 30,959 |Blast v || go

Last modified May 1, 1987 Version 1.
Checksum: 852DEG585DC3D361

10 20 30 40 50 a0
MTFDDLKIQT VEDQPDEKSN GKERKGLQFL YSPWWCLAAR TLGVLCLGLV VIIMVLGMQL

7

SQVSDLLTQ)

g

1=
=
=

a 90 100 110 120
QANLTHQHEE LEGQISARQQ AEEASQESEN ELKEMIETLR RELNEKSKE(Q

]

130 140 150 160 70 180

1
MELHHQNLNL QETLERVANC SAPCPQDWIW HGENCYLFSS GSFNWEKSQE KCLSLDAKLL

190 200 210 220 230 240
KINSTADLDF IQQAISYSSF PFWMGLSREN PSYPWLWEDG SPIMPHLFRV RGAVSQTYES

250 260 27

GICAYIQRGR VYRENCILARL FSICQKERNL ERQ

1=

Isoform 2 [UniParc]. FASTA 181 20,227 | Blast ¥ || go
Checksum: DIDFBEBBEB1948099
10 20 30 40 50 &0
MIFDDLKIQT VEDQPDEKSN GEERKSLOFL YSPWWCLARR TLGVLCLGLV VIIMVLGMQL
70 80 a0 100 110 120
SQVSDLLTQE QANLTHQEEE LEGQISARQQ AEEASQESEN ELKEMIETLA RELNEKSKEQ
130 140 150 160 170 180
MELHHQNLNL QETLEREVANC SGLHPASNFL FQFSILDGAV SEEPQLFMAL GGRFSFDAEL
I
« Hide
Isoform 3 [UniParc]. FASTA 189 21425 |Blast v/l go

Checksum: CADEOTESAGBIEZ04F

10

2 0 40 50 &0
MTFDDLKIQT VKDQPDEKS

GEERKGLQFL YSPWWCLARR TLGVLCLGLV VIIMVLGMQL

==

8

=1

7
SQVSDLLTQI

=

13 a0 100 110 12
QANLTHQKKK LEGQISARQQ AFEASQESEN ELKEMIETLIA RKLNEKSKE!

(]

Lg=]

130 140 150 160 170 180
MELHHQNLNL QETLKRVANC SAPCPQDWIW HGENCYLFSS GSFNWEKSQE KCLSLDAKLL

KINSTADLI

« Hide

Sumber : UniProt

Link . http://www.uniprot.org/uniprot/P78380



http://www.uniprot.org/uniprot/P78380
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Lampiran 5. Hasil Pemodelan Struktur 3D (SWISS MODEL)

B EEEEE:LRU" 8W|SS_MODEL Modelling  Tools  Repository Documentation Login  Create Account

ha Centar far Molecalar Lite Seinces.

iE All Projects
LOX'1 Created: today at 15:10

Summary  Templates @) JRUESEEEE E L =

Model Results o

Oligo-State Ligands GMQEO QMEAN4°
MONOMER (matching None 0.49 0851y A
prediction)

ameANA T | W-085

ce BT THOE0

[— Al atom [ [ 037
SolvationJ. .. [ 003

Model 03 ~ Torsion [T M-1-30

arrpuatiinn with oon Sedhurrdant Set of D8 Snudtces

bt b S

s S @  Detach  Reset P

®

Template Seq ldentity Description Model 02 S

- - : - Model 01 | x
1yxk.1.A 100.00%  oxidised low density lipoprotein (lectin-like) » —

receptor 1

Oligo-state Method Seq Similarity Range Coverage
homo-dimer ~ X-ray. 240 A 063 141-270 049
Model-Template Alignment ~

fModel_OS MIFDDLEIQIVEDQFPDERSNGERARGLQFLYSPWWCLARATLGVLCLGLV 50
lyxk.1.2

Model 03[VIIMVLGMQLSQVSDLLTQEQANLTHQEEERLEGQISARQQAEEASQESEN 100
lyxk.1.R

Model O3[ELRKEMIETLARELNERSREQMELHHQNLNLQETLERVANCEEBGBODMDN 150
lyxk.1.2 RVANCSAPCPQDWIW 15

Model 03
lyxk.l.AHGENCYLFSSGSFNWERSQERCLSLDARLLEINSTADLDFIQQAISYSSF &5

Model 03 250
lyxk.l. A PFWMGLSRRNPSYPWLWEDGSPLMPHLFRVRGAVSQTYPSGTCAYIQRGA 115
Model_03 FENENGTERRSHEORRANE- - 0
lyxk.l.RVYRENCILARFSICQERANL 135

Oligo-State Ligands GMQE QMEAN4

r"ﬁh MONOMER (matching MNone 051 10215 A~
,\_ﬂ prediction)

I ooy

 —

QmEANA I [ l-1.02
cp BT moss
Allatom [ | l-0.82
Solvation[lil. . [ l-0.24
LEEIIE < Torsion [ -1.50

[T ———

of
of e
VMY
&l || J
ol
1
| |
ol
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Campariuon wh Won sedurdant Set of FO8. Stnctures

et ot S

Template Seqldentity Description

1yxk.1.B 100.00%  oxidised low density lipoprotein (lectin-like) &

receptor 1
Oligo-state Method Seq Similarity Range Coverage
homo-dimer X-ray, 2.40 A 0.63 0.49
Model-Template Alignment ~

f‘MDdEl_Oz MTFDDLEIQIVEDQPFDERSNGERARGLQFLYSPWWCLARATLGVLCLGLYV 50
lyxk.1.B

Model 02|VTIMVLGMQLSQVSDLLTQEQANLTHQRRELEGQISARQQAREEASQESEN 100
lyxk.1.B|

Model 02 ELEEMIETLARKLNERSEEQMELHHQNLNLQETLERVANCSABCBODWEN 150
lyxk.1.B RVANCSAPCEQDWIW 15

Model 02
lyxk.l.BHGENCYLFS55GSFNWERSQERCLSLDARLLEINSTRADLDFIQQARISYSSF 65

Model 02 250
lyxk.l.B PFWMGLSRRNPSYPWLWEDGSPLMPHLFRVRGAVSQTYPSGTCAYIQRGA 115
Model 02 FEEENCTUARNFSTEORIANER 20 273
lyxk.1.B[VYRENCILARFSICQRKRANL 135
Oligo-State Ligands GMQEQ QMEAMO
C MONOMER (matching None 0.52 054y A
prediction)

QvEans [T [ ll-054
CB R 14 i
| ] All atom [, . | -0.76

Solvationll. . | -0.25
R Torsion [ | -0.98

Compartuon wih Hon sxeharddant Set of IO Siructures

Template Seq ldentity Description

1ypu.1.B 100.00%  oxidised low density lipoprotein (lectin-like)

receptor 1
Oligo-state Method Seq Similarity ~ Range  Coverage
homo-dimer X-ray, 2.05 A 063 0.49
Model-Template Alignment ~

/’Model_ﬂl MTFDDLEIQTVEDQPDERSNGERARGLQFLYSPWWCLARATLGVLCLGLV 50
lypu.1.B

Model 0l[VTIMVLGMQLSQVSDLLTQEQRNLTHQEEELEGRISARQRAEERSQESEN 100

lypu.l.B
Model 0l ELEEMIETLAREKLNERSEEQMELHHQNLNLQETLRRUANCSABGBODWEN 150
lypu.l1.B RVANCSAPCPQDWIW 1%

i:62l i HOENGYLESSGSPNWEKSQEKCLSLDAKLLKINSTADLDEIQQATISYSSE oo:

1ypu.l.BHGENCYLFSSGSFNWERSQERCLSLDARLLEINSTADLDFIQQAISYSSF 65

i:d2l 2. PEWNGLSRRNPSYPWLWEDGSELMPHLERVRGAVSQTYPSGTCAYIQRGA 2o

lypu.l.B|PFWMCGLSRENPSYPWLWEDGSPLMPHLFRVRGAVSQTYPSGTCAYIQRGA 115

Mode] 01 NENGEERAESTEORRNE= 10

1ypu.l.BVYRENCILAAFSICQERANL 135

Sumber : SWISS MODEL
Link . http://swissmodel.expasy.org/interactive/{WBjXZ/models/



http://swissmodel.expasy.org/interactive/jWBjXZ/models/
http://swissmodel.expasy.org/interactive/jWBjXZ/models/
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Lampiran 6. Hasil Prediksi Aksesibilitas Permukaan (Emini Surface Accesibility Prediction)

Emini Surface Accessibility Prediction

Sequence:

1 MIFDDLKIQT VEDQFDEKSN GHEREGLQFL YSPWWCLAAL TLGVLCLGLV VIIMVLGMQL
61 SQVSDLLIQE QANLTHQKEK LEGQISARQQ REERSQESEN ELKEMIETLAE RELNEKSKEQ
121 MELHHQNLNL QETLEEVANC SAPCPQDWIW HGEMCYLFSS GSFNWEKSQE ECLSLDAKLL
181 KINSTADLDF IQRAISYSSF PFWMGLSRRN PSYPWLWEDG SPLMPHLFRV RGRVSQTYFES
241 GTCAYIQRGA VYRENCILARZ FSICQEERNL RAQ

Center position: 3 Window size: 6

Emini Surface Accessibility Prediction
B Threshold =1.000

(di
in
|

Surface probability
- (o] () =
n kM oW ot & in
PR PR 1 PR )

=)
in
I

(=]

A | "
[T AT UK Y)

150 200 250 300
Sequence Position

o

Average: 1.000 Minimum: 0.028 Maximum: 5.266 Threshold: 1.000

| Click here to view plotted values in table format |

Predicted peptides:

Lo st oton] s o |——peise——peaou |
11

1 25 VKDQPDEKSNGKKAK 15
2 73 81 THQKKKL 7
3 86 102 SARQQAEEASQESENEL 17
4 112 121 KLNEKSKEQM 10
5 164 169 NWEKSQ 5]
5] 207 212 SERNPS 5]

Reference: Emini EA, Hughes 1V, Perlow DS, Boger 1. Induction of hepatitis A virus-neutralizing antibody by a virus-specific synthetic peptide.
1Virol. 1985 Sep;55(3):835-9.

Scale values: 4:0.49, C:0.26, D:0.81, E:0.84, F:0.42, G:0.48, H:0.66, 1:0.34, K:0.97, L:0.4, M:0.48, N:0.78, P:0.75, Q:0.84, R:0.95, 5:0.55,
T:0.7, V:0.36, W:0.51, Y:0.76

Sumber :IEDB

Link : http://tools.immuneepitope.org/tools/bcell/SummaryDisplay



http://tools.immuneepitope.org/tools/bcell/SummaryDisplay
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Lampiran 7. Hasil Analisis Antigenisitas (Kolaskar & Tongaonkar Antigenicity)

Kolaskar & Tongaonkar Antigenicity

Sequence:

=

MIFDDLEIQT VEDQFDEKSN GEEREGLOFL YSPWWCLARR TLGVLCLGLV VIIMVLGM(QL
SQVSDLLIQE QANLTHQKEK LEGQISARQQ AEEASQESEN ELKEMIETLL EKLNEKSKEQ
MELHHQNLNL QETLERVANC SAPCPQDWIW HGENCYLFSS GSFHNWEKSQE HCLSLDAKLL
KINSTADLDF IQQAISYSSF PFWMGLSRRN PSYPWLWEDG SPLMPHLFRV RGAVSQTYES
GICRYIQRGE VYAENCILAZ FSICQEEZNL RAQ

o
[
[

Center position: 4 Window size: 7

Koelaskar & Tongaonkar Antigenicity

B Threshold = 1.000

1.3
1.2
1.1
1 |la.fl‘\ b " .uh‘hly)k\ A fn\\“m' J'\WM ﬂ\J\ﬁ\lr
os] W W VY v
0.5+
0.7+
0.5
0.5
0.4
0.3
0.2 4
0.14

Antigenic propensity

T T T
1] a0 100 150 200 250 300
Sequence Position

Average: 1.032 Minimum: 0.891 Maximum: 1.257 Threshold: 1.000

| Click here to view plotted values in table format |

Predicted peptides:

m Start Position Peptide Peptide Length
g8 13

1 IQTVED 5]
2 26 69 GLQFLYSPWWCLAAATLGVLCLGLVVTIMVYLGMQLSQVSDLLTQ 44
3 133 147 TLKRVANCSAPCPQD 15
4 152 160 GENCYLF5S 9
5 169 183 QEKCLSLDAKLLKIN 15
5] 187 200 DLDFIQQAISYSSF 14
7 223 238 LMPHLFRVRGAVSQTY 16
B 240 267 SGTCAYIQRGAVYAENCILAAFSIC QKK 28

Reference: Kolaskar AS, Tongaonkar PC. A semi-empirical method for prediction of antigenic determinants on protein antigens. FEBS Lett.
1990 Dec 10;276(1-2):172-4.

Scale values: A:1.064, C:1.412, D:0.866, E:0.851, F:1.091, G:0.874, H:1.105, 1:1.152, K:0.93, L:1.25, M:0.826, N:0.776, P:1.064, Q:1.015,
R:0.873, 5:1.012, T:0.209, V:1.383, W:0.893, Y:1.161

Sumber :IEDB

Link : http://tools.immuneepitope.org/tools/bcell/SummaryDisplay
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Lampiran 8. Hasil Prediksi Epitop Sel B (Bepipred Antibody Epitope Prediction)

Sequence:

[

MTFDDLEIQT VKDQPDEKSN GHERKGLOGFL YSEWWCLAAR TLGVLCLGLYV VTIMVLGMOL
SQVSDLLTQE QANLTHQEME LEGQISARQ) AFEASGESEN ELKEMIETLA RELNEKSEE(
MELHHQNLNL QETLKRVANC SAPCPQDWIW HGENCYLFSS GSFNWEKSQE KCLSLDAKLL
KINSTADLDF IQQAISYSSF PFWMGLSERN PSYPWLWEDG SPLMPHLFRV RGAVSQTYES
GTCAYIQRGR VYAENCILAZ FSICQEERNL RE(Q

=y

o
e e
[Ecy

=y

Bepipred Linear Epiftope Prediction

B Threshold = 0.350

=]
=
=]
~n

254
-3 T T T T T
i 50 100 150 200 250 300
position
Average:-0.04 Minimum:-2.295 Maximum:2.3271 Threshold: 0350 Change

| Click here to view plotted values in table format |

Predicted epitopes:

o saosnon e
11 24

1 VKDQPDEKSNGKKA 14
2 72 76 AMNLTH =)
3 79 82 KKLE 4
4 85 101 ISARQQAEEASQESENE 17
5 114 120 NEKSKEQ 7
6 140 149 CSAPCPQDWI 10
7 163 168 FNWEKS 6
8 170 170 E 1
9 208 223 RRENPSYPWLWEDGSPL 16
10 234 241 VSQTYPSG 8

Reference: Jens Erik Pontoppidan Larsen, Ole Lund and Morten Nielsen. Improved method for predicting linear B-cell epitopes. Immunome

Res. 2006; 2: 2,

Sumber :IEDB

Link : http://tools.immuneepitope.org/tools/bcell/BepipredDisplayServiet



http://tools.immuneepitope.org/tools/bcell/BepipredDisplayServlet

Lampiran 9. Hasil Prediksi Epitop Sel T (Metode NetMHClIpan)
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allele SEd start end peptida raehtlg Netmhciipan core Netmhciipan HEITETRIES Afinitas
num rank ic50 n rank

HLA-DRB1*1431 1 222 236 PLMPHLFRVRGAVSQ 0.69 LFRVRGAVS 4.79 0.69 Tinggi
HLA-DRB1*1431 il 223 237 LMPHLFRVRGAVSQT 0.8 LFRVRGAVS 5.04 0.8 Tinggi
HLA-DRB1*1431 1 221 235  SPLMPHLFRVRGAVS 0.9 LFRVRGAVS 5.23 0.9 Tinggi
HLA-DRB1*1431 1 224 238 MPHLFRVRGAVSQTY 1.12 LFRVRGAVS 5.72 1.12 Tinggi
HLA-DRB1*1431 1 225 239  PHLFRVRGAVSQTYP 1.78 LFRVRGAVS 6.9 1.78 Tinggi
HLA-DRB3*0303 1 177 191 AKLLKINSTADLDFI 1.99 LKINSTADL 163.3 1.99 Intermediet
HLA-DRB3*0303 1 178 192  KLLKINSTADLDFIQ 2.58 LKINSTADL 188.22 2.58 Intermediet
HLA-DRB3*0303 1 176 190 DAKLLKINSTADLDF 3.97 LKINSTADL 268.45 3.97 Intermediet
HLA-DRB1*1431 1 226 240 HLFRVRGAVSQTYPS 421 LFRVRGAVS 10.29 4.21 Tinggi
HLA-DRB3*0303 1 179 193 LLKINSTADLDFIQQ 4.89 LKINSTADL 322.63 4.89 Intermediet
HLA-DRB3*0303 1 248 262 RGAVYAENCILAAFS 5.44 VYAENCILA 348.93 5.44 Intermediet
HLA-DRB1*1431 1 258 272 LAAFSICQKKANLRA 6.28 FSICQKKAN 14.14 6.28 Tinggi
HLA-DRB3*0303 1 249 263  GAVYAENCILAAFSI 6.69 YAENCILAA 407.65 6.69 Intermediet
HLA-DRB3*0303 1 213 227 YPWLWEDGSPLMPHL 6.7 LWEDGSPLM 408 6.7 Intermediet
HLA-DRB1*1431 1 257 271  ILAAFSICQKKANLR 6.78 FSICQKKAN 14.95 6.78 Tinggi
HLA-DRB3*0303 1 186 200 ADLDFIQQAISYSSF 7.09 FIQQAISYS 426.29 7.09 Intermediet
HLA-DRB3*0303 1 188 202  LDFIQQAISYSSFPF 7.23 FIQQAISYS 433.81 7.23 Intermediet
HLA-DRB3*0303 1 247 261 QRGAVYAENCILAAF 7.39 VYAENCILA 440.6 7.39 Intermediet
HLA-DRB1*1431 1 259 273  AAFSICQKKANLRAQ 7.68 FSICQKKAN 16.52 7.68 Tinggi
HLA-DRB3*0303 1 189 203 DFIQQAISYSSFPFW 7.89 FIQQAISYS 479.86 7.89 Intermediet
HLA-DRB3*0303 1 187 201  DLDFIQQAISYSSFP 8.3 FIQQAISYS 497.27 8.3 Intermediet
HLA-DRB1*1431 1 256 270 CILAAFSICQKKANL 8.48 AFSICQKKA 17.67 8.48 Tinggi
HLA-DRB3*0303 1 26 40 GLQFLYSPWWCLAAA 8.95 FLYSPWWCL 527.18 8.95 Rendah
HLA-DRB3*0303 1 175 189 LDAKLLKINSTADLD 9.3 LKINSTADL 544.88 9.3 Rendah
HLA-DRB1*1431 1 220 234  GSPLMPHLFRVRGAV 9.36 HLFRVRGAV 19.56 9.36 Tinggi
HLA-DRB3*0303 1 25 39 KGLQFLYSPWWCLAA 9.65 FLYSPWWCL 563.9 9.65 Rendah
HLA-DRB3*0303 1 190 204  FIQQAISYSSFPFWM 9.66 FIQQAISYS 565.12 9.66 Rendah
HLA-DRB1*1431 1 255 269 NCILAAFSICQKKAN 9.85 AFSICQKKA 20.98 9.85 Tinggi
HLA-DRB3*0303 1 212 226 SYPWLWEDGSPLMPH 10.07 WLWEDGSPL 587.47 10.07 Rendah
HLA-DRB1*1431 1 103 117 KEMIETLARKLNEKS 10.17 MIETLARKL 21.68 10.17 Tinggi
HLA-DRB1*1431 1 102 116  LKEMIETLARKLNEK 10.78 MIETLARKL 23.03 10.78 Tinggi
HLA-DRB3*0303 1 250 264 AVYAENCILAAFSIC 10.94 YAENCILAA 635.63 10.94 Rendah
HLA-DRB1*1431 1 188 202  LDFIQQAISYSSFPF 11.16 FIQQAISYS 23.76 11.16 Tinggi
HLA-DRB3*0303 1 180 194 LKINSTADLDFIQQA 11.53 LKINSTADL 668.16 11.53 Rendah
HLA-DRB3*0303 i) 174 188  SLDAKLLKINSTADL 11.76 LKINSTADL 681.3 11.76 Rendah
HLA-DRB3*0303 1 214 228 PWLWEDGSPLMPHLF 11.89 LWEDGSPLM 690.33 11.89 Rendah
HLA-DRB3*0303 1 170 184  EKCLSLDAKLLKINS 11.92 LSLDAKLLK 692.15 11.92 Rendah
HLA-DRB1*1431 1 254 268 ENCILAAFSICQKKA 12.08 ILAAFSICQ 25.4 12.08 Tinggi
HLA-DRB3*0303 1 27 41 LQFLYSPWWCLAAAT 12.17 FLYSPWWCL 708 12.17 Rendah
HLA-DRB1*1431 1 199 213 SFPFWMGLSRRNPSY 12.24 MGLSRRNPS 25.79 12.24 Tinggi
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HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431

HLA-DRB1*1431

169
24

25

23

104
185
190
227
24

189
100
186
171
200
174
239
146
168
47

101
201
187
246
48

240
172
28

49

241
50

198
191
105
211
147
185
148
26

175
173
171
125
153
177
176
22

183
38

39

37

118
199
204
241
38

203
114
200
185
214
188
253
160
182
61

115
215
201
260
62

254
186
42

63

255
64

212
205
119
225
161
199
162
40

189
187
185
139
167
101
190
36

QEKCLSLDAKLLKIN
AKGLQFLYSPWWCLA
KGLQFLYSPWWCLAA
KAKGLQFLYSPWWCL
EMIETLARKLNEKSK
TADLDFIQQAISYSS
FIQQAISYSSFPFWM
LFRVRGAVSQTYPSG
AKGLQFLYSPWWCLA
DFIQQAISYSSFPFW
NELKEMIETLARKLN
ADLDFIQQAISYSSF
KCLSLDAKLLKINST
FPFWMGLSRRNPSYP
SLDAKLLKINSTADL
PSGTCAYIQRGAVYA
QDWIWHGENCYLFSS
SQEKCLSLDAKLLKI
LGLVVTIMVLGMQLS
ELKEMIETLARKLNE
PFWMGLSRRNPSYPW
DLDFIQQAISYSSFP
IQRGAVYAENCILAA
GLVVTIMVLGMQLSQ
SGTCAYIQRGAVYAE
CLSLDAKLLKINSTA
QFLYSPWWCLAAATL
LVVTIMVLGMQLSQV
GTCAYIQRGAVYAEN
VVTIMVLGMQLSQVS
SSFPFWMGLSRRNPS
IQQAISYSSFPFWMG
MIETLARKLNEKSKE
PSYPWLWEDGSPLMP
DWIWHGENCYLFSSG
TADLDFIQQAISYSS
WIWHGENCYLFSSGS
GLQFLYSPWWCLAAA
LDAKLLKINSTADLD
LSLDAKLLKINSTAD
KCLSLDAKLLKINST
HQNLNLQETLKRVAN
ENCYLFSSGSFNWEK
AKLLKINSTADLDFI
DAKLLKINSTADLDF

KKAKGLQFLYSPWWC

12.31

12.94
13.13
13.49
13.54
13.57
14.18
14.28
14.29
14.33
14.33
14.49
14.71
14.8

14.91
14.99
15.02
155

15.5

15.51
15.52
15.58
15.72
15.76
15.77
16.01
16.01
16.23
16.32
16.32
16.52
16.8

16.82

16.96

17.63
17.71
17.75
17.86
17.87
18.18
18.36
18.56
18.66

18.79

LSLDAKLLK
LQFLYSPWW
LQFLYSPWW
GLQFLYSPW
MIETLARKL
FIQQAISYS
AISYSSFPF
LFRVRGAVS
FLYSPWWCL
FIQQAISYS
MIETLARKL
FIQQAISYS
LSLDAKLLK
MGLSRRNPS
KLLKINSTA
CAYIQRGAV
IWHGENCYL
LSLDAKLLK
IMVLGMQLS
MIETLARKL
MGLSRRNPS
FIQQAISYS
VYAENCILA
IMVLGMQLS
YIQRGAVYA
DAKLLKINS
FLYSPWWCL
IMVLGMQLS
YIQRGAVYA
IMVLGMQLS
FWMGLSRRN
AISYSSFPF
MIETLARKL
WLWEDGSPL
IWHGENCYL
FIQQAISYS
IWHGENCYL
FLYSPWWCL
KLLKINSTA
DAKLLKINS
DAKLLKINS
LNLQETLKR
YLFSSGSFN
LLKINSTAD
LLKINSTAD

GLQFLYSPW

716.9
27.01
27.17
27.64
28.25
785.05
28.5
29.74
822.3
29.96
30.06
30.05
834.08
30.97
31.3
31.51
862.52
864.13
33.24
33.24
33.26
33.3
893.02
33.73
33.87
33.92
921.02
34.65
35.17
35.55
35.59
35.98
36.72
969.48
978.42
38.43
1018.78
39.45
39.67
40.04
40.15
1050.72
1060.6
42.33
42.56

43.01

12.31

12.94
13.13
13.49
13.54
13.57
14.18
14.28
14.29
14.33
14.33
14.49
14.71
14.8

14.91
14.99
15.02
15.5

15.5

15.51
15.52
15.58
15.72
15.76
15.77
16.01
16.01
16.23
16.32
16.32
16.52
16.8

16.82

16.96

17.63
17.71
17.75
17.86
17.87
18.18
18.36
18.56
18.66

18.79

Rendah
Tinggi
Tinggi
Tinggi
Tinggi
Rendah
Tinggi
Tinggi
Rendah
Tinggi
Tinggi
Tinggi
Rendah
Tinggi
Tinggi
Tinggi
Rendah
Rendah
Tinggi
Tinggi
Tinggi
Tinggi
Rendah
Tinggi
Tinggi
Tinggi
Rendah
Tinggi
Tinggi
Tinggi
Tinggi
Tinggi
Tinggi
Rendah
Rendah
Tinggi
Rendah
Tinggi
Tinggi
Tinggi
Tinggi
Rendah
Rendah
Tinggi
Tinggi
Tinggi




132

HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431

HLA-DRB3*0303

21

124
202
215
191
210
251
145
253
170
154
203
242
128
51

152
149
196
184
23

192
102
99

126
238
151
172
197
123
46

52

100
101
219
124
55

178
192
193
125
151
167
184
129
27

245

35
138
216
229
205
224
265
159
267
184
168
217
256
142
65

166
163
210
198
37

206
116
113
140
252
165
186
211
137
60

66

114
115
233
138
69

192
206
207
139
165
181
198
143
a

259

GKKAKGLQFLYSPWW
HHQNLNLQETLKRVA
FWMGLSRRNPSYPWL
WLWEDGSPLMPHLFR
IQQAISYSSFPFWMG
NPSYPWLWEDGSPLM
VYAENCILAAFSICQ
PQDWIWHGENCYLFS
AENCILAAFSICQKK
EKCLSLDAKLLKINS
NCYLFSSGSFNWEKS
WMGLSRRNPSYPWLW
TCAYIQRGAVYAENC
LNLQETLKRVANCSA
VTIMVLGMQLSQVSD
GENCYLFSSGSFNWE
IWHGENCYLFSSGSF
SYSSFPFWMGLSRRN
STADLDFIQQAISYS
KAKGLQFLYSPWWCL
QQAISYSSFPFWMGL
LKEMIETLARKLNEK
ENELKEMIETLARKL
QNLNLQETLKRVANC
YPSGTCAYIQRGAVY
HGENCYLFSSGSFNW
CLSLDAKLLKINSTA
YSSFPFWMGLSRRNP
LHHQNLNLQETLKRV
CLGLVVTIMVLGMQL
TIMVLGMQLSQVSDL
NELKEMIETLARKLN
ELKEMIETLARKLNE
DGSPLMPHLFRVRGA
HHQNLNLQETLKRVA
VLGMQLSQVSDLLTQ
KLLKINSTADLDFIQ
QQAISYSSFPFWMGL
QAISYSSFPFWMGLS
HQNLNLQETLKRVAN
HGENCYLFSSGSFNW
KSQEKCLSLDAKLLK
STADLDFIQQAISYS
NLQETLKRVANCSAP
LQFLYSPWWCLAAAT
YIQRGAVYAENCILA

18.92
18.97
19.15
19.34
19.49
19.61
19.85
20.23
20.38
20.74
20.78
20.83
20.97
21.31
21.34
21.63
21.65
21.78
22.14
22.65
22.7

23.34
23.41
23.53
23.58
24.35
24.43
24.46
24.54
24.54
24.58
24.71
24,77
24.78
24.97
25.23
25.48
25.74
25.79
26.08
26.2

26.38
26.58
26.69
26.99

27.41

GLQFLYSPW
LNLQETLKR
MGLSRRNPS
LWEDGSPLM
AISYSSFPF
WLWEDGSPL
YAENCILAA
IWHGENCYL
ILAAFSICQ
LSLDAKLLK
YLFSSGSFN
MGLSRRNPS
YIQRGAVYA
LKRVANCSA
IMVLGMQLS
YLFSSGSFN
IWHGENCYL
FWMGLSRRN
FIQQAISYS
FLYSPWWCL
AISYSSFPF
MIETLARKL
MIETLARKL
LNLQETLKR
CAYIQRGAV
CYLFSSGSF
LSLDAKLLK
FWMGLSRRN
LNLQETLKR
VTIMVLGMQ
IMVLGMQLS
MIETLARKL
MIETLARKL
PHLFRVRGA
LNLQETLKR
MQLSQVSDL
LLKINSTAD
AISYSSFPF
AISYSSFPF
LNLQETLKR
CYLFSSGSF
LSLDAKLLK
FIQQAISYS
LKRVANCSA
FLYSPWWCL
VYAENCILA

43.39
1094.49
44
1116.77
1130.06
1136.54
1151.02
1176.52
47.97
48.88
1209.67
49.14
49.6
50.76
50.79
1260.95
1264.29
52.01
1288.71
1316.92
55.25
1361.46
57.87
1375.24
58.56
1431.31
1436.18
61.84
1443.43
62.41
62.55
1453.28
1460.2
63.37
64.23
1491.94
65.8
1517.79
66.98
68.68
69.05
1557.21
70.09
70.45
71.85

1623.96

18.92
18.97
19.15
19.34
19.49
19.61
19.85
20.23
20.38
20.74
20.78
20.83
20.97
21.31
21.34
21.63
21.65
21.78
22,14
22.65
22.7

23.34
23.41
23.53
23.58
24.35
24.43
24.46
24.54
24.54
24.58
24.71
24,77
24.78
24.97
25.23
25.48
25.74
25.79
26.08
26.2

26.38
26.58
26.69
26.99

27.41

Tinggi
Rendah
Tinggi
Rendah
Rendah
Rendah
Rendah
Rendah
Tinggi
Tinggi
Rendah
Tinggi
Tinggi
Intermediet
Intermediet
Rendah
Rendah
Intermediet
Rendah
Rendah
Intermediet
Rendah
Intermediet
Rendah
Intermediet
Rendah
Rendah
Intermediet
Rendah
Intermediet
Intermediet
Rendah
Rendah
Intermediet
Intermediet
Rendah
Intermediet
Rendah
Intermediet
Intermediet
Intermediet
Rendah
Intermediet
Intermediet
Intermediet

Rendah
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HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303

HLA-DRB3*0303

54
169
150
127
106
168
130
123
252
194
99

103
144
195
29

152
153
56

155
204
126
53

20

31

53

243
127
154
193
181
120
122
167
33

32

183
28

64

122
150
259
45

252
131
224
258

68
183
164
141
120
182
144
137
266
208
113
117
158
209
43

166
167
70

169
218
140
67

34

45

67

257
141
168
207
195
134
136
181
47

46

197
a2

78

136
164
273
59

266
145
238
272

MVLGMQLSQVSDLLT
QEKCLSLDAKLLKIN
WHGENCYLFSSGSFN
NLNLQETLKRVANCS
IETLARKLNEKSKEQ
SQEKCLSLDAKLLKI
LQETLKRVANCSAPC
LHHONLNLQETLKRV
YAENCILAAFSICQK
AISYSSFPFWMGLSR
ENELKEMIETLARKL
KEMIETLARKLNEKS
CPQDWIWHGENCYLF
ISYSSFPFWMGLSRR
FLYSPWWCLAAATLG
GENCYLFSSGSFNWE
ENCYLFSSGSFNWEK
LGMQLSQVSDLLTQE
CYLFSSGSFNWEKSQ
MGLSRRNPSYPWLWE
QNLNLQETLKRVANC
IMVLGMQLSQVSDLL
NGKKAKGLQFLYSPW
YSPWWCLAAATLGVL
IMVLGMQLSQVSDLL
CAYIQRGAVYAENCI
NLNLQETLKRVANCS
NCYLFSSGSFNWEKS
QAISYSSFPFWMGLS
KINSTADLDFIQQAI
QMELHHQNLNLQETL
ELHHQNLNLQETLKR
KSQEKCLSLDAKLLK
PWWCLAAATLGVLCL
SPWWCLAAATLGVLC
NSTADLDFIQQAISY
QFLYSPWWCLAAATL
SDLLTQEQANLTHQK
ELHHQNLNLQETLKR
WHGENCYLFSSGSFN
AAFSICQKKANLRAQ
LCLGLVVTIMVLGMQ
YAENCILAAFSICQK
QETLKRVANCSAPCP
MPHLFRVRGAVSQTY
LAAFSICQKKANLRA

27.63
27.66
27.95
28.18
28.59
28.77
28.84
28.91
29.12
29.18
29.49
29.55
29.69
29.72
29.94
29.96
30.04
30.06
30.06
30.1

30.35
30.52
30.57
30.91
31.25
31.97
32.43
32.63
32.64
32.76
33.37
33.89
34.02
34.13
34.29
34.49
34.56
34.81
34.82
34.88
35.32
35.56
35.77
35.84
36.84

36.87

MQLSQVSDL
LSLDAKLLK
WHGENCYLF
LQETLKRVA
LARKLNEKS
KCLSLDAKL
LKRVANCSA
LNLQETLKR
ILAAFSICQ
YSSFPFWMG
MIETLARKL
MIETLARKL
IWHGENCYL
YSSFPFWMG
FLYSPWWCL
YLFSSGSFN
YLFSSGSFN
MQLSQVSDL
YLFSSGSFN
MGLSRRNPS
LNLQETLKR
IMVLGMQLS
GLQFLYSPW
WWCLAAATL
MQLSQVSDL
YIQRGAVYA
LNLQETLKR
YLFSSGSFN
AISYSSFPF
INSTADLDF
LHHQNLNLQ
LHHQNLNLQ
KCLSLDAKL
CLAAATLGV
CLAAATLGV
ADLDFIQQA
FLYSPWWCL
LTQEQANLT
LHHQNLNLQ
CYLFSSGSF
ICQKKANLR
VTIMVLGMQ
YAENCILAA
LKRVANCSA
LFRVRGAVS

ICQKKANLR

1643.01
75.84
1672.44
77.93
79.49
80.43
80.66
81.23
82.63
83.04
1789.74
1795.76
1803.3
86.31
1822.39
88.11
88.57
1833.55
1833.96
88.86
90.41
91.63
91.96
1888.65
1910.94
98.26
1980.49
101.99
1992.37
2000.34
2049.19
2079.74
109.14
2089.88
2098.82
2118.07
112.69
2133.91
114.12
114.51
2180.06
119.22
2219.82
121.17
2303.7

2305.21

27.63
27.66
27.95
28.18
28.59
28.77
28.84
28.91
29.12
29.18
29.49
29.55
29.69
29.72
29.94
29.96
30.04
30.06
30.06
30.1

30.35
30.52
30.57
30.91
31.25
31.97
32.43
32.63
32.64
32.76
33.37
33.89
34.02
34.13
34.29
34.49
34.56
34.81
34.82
34.88
35.32
35.56
35.77
35.84
36.84

36.87

Rendah
Intermediet
Rendah
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Rendah
Rendah
Rendah
Intermediet
Rendah
Intermediet
Intermediet
Rendah
Rendah
Intermediet
Intermediet
Intermediet
Intermediet
Rendah
Rendah
Intermediet
Rendah
Intermediet
Rendah
Rendah
Rendah
Rendah
Intermediet
Rendah
Rendah
Rendah
Intermediet
Rendah
Intermediet
Intermediet
Rendah
Intermediet
Rendah
Intermediet
Rendah

Rendah
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HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431

HLA-DRB3*0303

63
182
121
257
254
226
120
255
242
77

237
199
227
161
225
132
52

173
54

57

107
216
256
121
18

194
149
241
243
244
251
108
119
65

179
34

155
196
218
104
128
249
198
119
166
162

7

196
135
271
268
240
134
269
256
91

251
213
241
175
239
146
66

187
68

71

121
230
270
135
32

208
163
255
257
258
265
122
133
79

193
48

169
210
232
118
142
263
212
133
180
176

VSDLLTQEQANLTHQ
INSTADLDFIQQAIS
MELHHQNLNLQETLK
ILAAFSICQKKANLR
ENCILAAFSICQKKA
HLFRVRGAVSQTYPS
QMELHHQNLNLQETL
NCILAAFSICQKKAN
TCAYIQRGAVYAENC
QKKKLEGQISARQQA
TYPSGTCAYIQRGAV
SFPFWMGLSRRNPSY
LFRVRGAVSQTYPSG
GSFNWEKSQEKCLSL
PHLFRVRGAVSQTYP
ETLKRVANCSAPCPQ
TIMVLGMQLSQVSDL
LSLDAKLLKINSTAD
MVLGMQLSQVSDLLT
GMQLSQVSDLLTQEQ
ETLARKLNEKSKEQM
LWEDGSPLMPHLFRV
CILAAFSICQKKANL
MELHHQNLNLQETLK
KSNGKKAKGLQFLYS
AISYSSFPFWMGLSR
IWHGENCYLFSSGSF
GTCAYIQRGAVYAEN
CAYIQRGAVYAENCI
AYIQRGAVYAENCIL
VYAENCILAAFSICQ
TLARKLNEKSKEQME
EQMELHHQNLNLQET
DLLTQEQANLTHQKK
LLKINSTADLDFIQQ
WWCLAAATLGVLCLG
CYLFSSGSFNWEKSQ
SYSSFPFWMGLSRRN
EDGSPLMPHLFRVRG
EMIETLARKLNEKSK
LNLQETLKRVANCSA
GAVYAENCILAAFSI
SSFPFWMGLSRRNPS
EQMELHHQNLNLQET
EKSQEKCLSLDAKLL
SFNWEKSQEKCLSLD

37.14
37.16
375
38.59
38.8
38.89
39.35
39.47
39.8
39.95
40
40.29
40.29
40.31
40.35
40.95
41.06
41.13
41.16
41.23
41.3
41.66
41.67
41.93
42.23
42.77
42.79
42.84
42.86
42.95
43.06
43.13
43.19
43.37
43.37
43.38

43.44

43.77
43.99
44.07
44.08
44.14
44.46
4471

44.82

LTQEQANLT
ADLDFIQQA
LHHQNLNLQ
ILAAFSICQ
ILAAFSICQ
VRGAVSQTY
LHHQNLNLQ
ILAAFSICQ
YIQRGAVYA
LEGQISARQ
CAYIQRGAV
FWMGLSRRN
VRGAVSQTY
FNWEKSQEK
VRGAVSQTY
LKRVANCSA
MQLSQVSDL
LSLDAKLLK
MQLSQVSDL
MQLSQVSDL
LARKLNEKS
LWEDGSPLM
ILAAFSICQ
LHHQNLNLQ
KKAKGLQFL
AISYSSFPF
CYLFSSGSF
YIQRGAVYA
YIQRGAVYA
YIQRGAVYA
ILAAFSICQ
LARKLNEKS
LHHQNLNLQ
LTQEQANLT
LLKINSTAD
CLAAATLGV
YLFSSGSFN
FWMGLSRRN
LMPHLFRVR
MIETLARKL
LNLQETLKR
VYAENCILA
FWMGLSRRN
LHHQNLNLQ
KCLSLDAKL

FNWEKSQEK

2322.36
2323.28
2342.97
2420.79
2430.38
2438.57
147.86
2478.83
2504.33
152.79
152.9
2544.7
2544.99
2547.22
2554.09
160.35
2604.23
2608.94
162.65
2616.3
164.5
2648.53
2648.58
170.86
173.42
2727.72
178.24
2730.53
2732.47
179.86
180.72
182.04
2749.95
2766.71
184.68
2768.71
185.82
2794.14
188.25
2828.34
2841.12
191.11
2845.17
195.83
198.4

2905.97

37.14
37.16
375
38.59
38.8
38.89
39.35
39.47
39.8
39.95
40
40.29
40.29
40.31
40.35
40.95
41.06
41.13
41.16
41.23
41.3
41.66
41.67
41.93
42.23
42.77
42.79
42.84
42.86
42.95
43.06
43.13
43.19
43.37
43.37
43.38
43.44
43.6
43.77
43.99
44.07
44.08
44.14
44.46
4471

44.82

Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Intermediet
Rendah
Rendah
Intermediet
Intermediet
Rendah
Rendah
Rendah
Rendah
Intermediet
Rendah
Rendah
Intermediet
Rendah
Intermediet
Rendah
Rendah
Intermediet
Intermediet
Rendah
Intermediet
Rendah
Rendah
Intermediet
Intermediet
Intermediet
Rendah
Rendah
Intermediet
Rendah
Intermediet
Rendah
Intermediet
Rendah
Rendah
Intermediet
Rendah
Intermediet
Intermediet

Rendah
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HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303

HLA-DRB3*0303

133
19
228
76
160
244
29
78
55
248
117
72
245
253
118
31
228
73
62
75
197
200
66
247
30
71
74
30
118
205
240
166
246
156
223
217
203
159
204
44
32
250
195
18
163
201

147
33
242
90
174
258
43
92
69
262
131
86
259
267
132
45
242
87
76
89
211
214
80
261
a4
85
88
44
132
219
254
180
260
170
237
231
217
173
218
58
46
264
209
32
177
215

TLKRVANCSAPCPQD
SNGKKAKGLQFLYSP
FRVRGAVSQTYPSGT
HQKKKLEGQISARQQ
SGSFNWEKSQEKCLS
AYIQRGAVYAENCIL
FLYSPWWCLAAATLG
KKKLEGQISARQQAE
VLGMQLSQVSDLLTQ
RGAVYAENCILAAFS
SKEQMELHHQNLNLQ
ANLTHQKKKLEGQIS
YIQRGAVYAENCILA
AENCILAAFSICQKK
KEQMELHHQNLNLQE
YSPWWCLAAATLGVL
FRVRGAVSQTYPSGT
NLTHQKKKLEGQISA
QVSDLLTQEQANLTH
THQKKKLEGQISARQ
YSSFPFWMGLSRRNP
FPFWMGLSRRNPSYP
LLTQEQANLTHQKKK
QRGAVYAENCILAAF
LYSPWWCLAAATLGYV
QANLTHQKKKLEGQI
LTHQKKKLEGQISAR
LYSPWWCLAAATLGY
KEQMELHHQNLNLQE
GLSRRNPSYPWLWED
SGTCAYIQRGAVYAE
EKSQEKCLSLDAKLL
IQRGAVYAENCILAA
YLFSSGSFNWEKSQE
LMPHLFRVRGAVSQT
WEDGSPLMPHLFRVR
WMGLSRRNPSYPWLW
SSGSFNWEKSQEKCL
MGLSRRNPSYPWLWE
VLCLGLVVTIMVLGM
SPWWCLAAATLGVLC
AVYAENCILAAFSIC
ISYSSFPFWMGLSRR
KSNGKKAKGLQFLYS
FNWEKSQEKCLSLDA
PFWMGLSRRNPSYPW

44.82
44.88
44.96
45.15
45.27
45.27
45.47
45.49
4554
45.72
45.98
46.08
46.13
46.45
46.73
47.02
47.03
47.14
47.44
47.79
48.37
48.37
48.38
48.54
48.65
48.96
49.64
50.11
50.27
50.32
50.35
50.95
51.36
51.39
51.59
51.67
51.81
51.86
51.86
51.93
51.99
52.02
52.03
52.04
52.33

52.45

LKRVANCSA
AKGLQFLYS
FRVRGAVSQ
LEGQISARQ
FNWEKSQEK
YIQRGAVYA
FLYSPWWCL
LEGQISARQ
MQLSQVSDL
VYAENCILA
LHHQNLNLQ
LTHQKKKLE
YIQRGAVYA
ILAAFSICQ
LHHQNLNLQ
CLAAATLGV
VRGAVSQTY
LTHQKKKLE
LTQEQANLT
LEGQISARQ
FWMGLSRRN
FWMGLSRRN
LTQEQANLT
VYAENCILA
WWCLAAATL
LTHQKKKLE
LTHQKKKLE
WWCLAAATL
LHHQNLNLQ
LSRRNPSYP
YIQRGAVYA
CLSLDAKLL
VYAENCILA
YLFSSGSFN
LFRVRGAVS
LMPHLFRVR
SRRNPSYPW
FNWEKSQEK
SRRNPSYPW
LGLVVTIMV
CLAAATLGV
VYAENCILA
YSSFPFWMG
GKKAKGLQF
WEKSQEKCL
FWMGLSRRN

199.75
200.1
201.3
203.1
2930.21
2929.9
205.89
206.27
207.03
208.79
212.23
213.51
214.51
3029.43
222.09
226.45
3086.06
228.12
3124.7
236.74
3187.15
3187.12
3188.13
245.78
247.27
250.99
259.58
3354.43
3368.59
269.27
3378.29
3428.46
285.55
3463.18
3482.08
292.36
3497.05
3503.44
3503.48
296.66
297.79
298.44
3520.33
3521.14
3549.46

3557.04

44.82
44.88
44.96
45.15
45.27
45.27
45.47
45.49
4554
45.72
45.98
46.08
46.13
46.45
46.73
47.02
47.03
47.14
47.44
47.79
48.37
48.37
48.38
48.54
48.65
48.96
49.64
50.11
50.27
50.32
50.35
50.95
51.36
51.39
51.59
51.67
51.81
51.86
51.86
51.93
51.99
52.02
52.03
52.04
52.33

52.45

Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Rendah
Intermediet
Intermediet
Rendah
Intermediet
Intermediet
Intermediet
Rendah
Rendah
Rendah
Intermediet
Intermediet
Intermediet
Intermediet
Rendah
Rendah
Intermediet
Rendah
Rendah
Intermediet
Rendah
Rendah
Intermediet
Rendah
Rendah
Rendah
Intermediet
Intermediet
Intermediet
Rendah
Rendah
Rendah

Rendah
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HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303

HLA-DRB3*0303

17
183

33
222
209
117
77
56
58
a1
70
79
78
21
69
35
221
68

42
148
67
206
202
205
43
61
239
19
165
50
156
236
109
17
47
129
116
22
20
51
229
234
157
220

31
197
15
47
236
223
131
01
70
72
55
84
93
92
35
83
49
235
82
15
56
162
81
220
216
219
57
75
253
33
179
64
170
250
123
31
61
143
130
36
34
65
243
248
171
234

EKSNGKKAKGLQFLY
NSTADLDFIQQAISY
MTFDDLKIQTVKDQP
PWWCLAAATLGVLCL
PLMPHLFRVRGAVSQ
RNPSYPWLWEDGSPL
SKEQMELHHQNLNLQ
QKKKLEGQISARQQA
LGMQLSQVSDLLTQE
MQLSQVSDLLTQEQA
TLGVLCLGLVVTIMV
EQANLTHQKKKLEGQ
KKLEGQISARQQAEE
KKKLEGQISARQQAE
GKKAKGLQFLYSPWW
QEQANLTHQKKKLEG
WCLAAATLGVLCLGL
SPLMPHLFRVRGAVS
TQEQANLTHQKKKLE
MTFDDLKIQTVKDQP
LGVLCLGLVVTIMVL
WIWHGENCYLFSSGS
LTQEQANLTHQKKKL
LSRRNPSYPWLWEDG
FWMGLSRRNPSYPWL
GLSRRNPSYPWLWED
GVLCLGLVVTIMVLG
SQVSDLLTQEQANLT
PSGTCAYIQRGAVYA
SNGKKAKGLQFLYSP
WEKSQEKCLSLDAKL
VVTIMVLGMQLSQVS
YLFSSGSFNWEKSQE
QTYPSGTCAYIQRGA
LARKLNEKSKEQMEL
EKSNGKKAKGLQFLY
LGLVVTIMVLGMQLS
NLQETLKRVANCSAP
KSKEQMELHHQNLNL
KKAKGLQFLYSPWWC
NGKKAKGLQFLYSPW
VTIMVLGMQLSQVSD
RVRGAVSQTYPSGTC
VSQTYPSGTCAYIQR
LFSSGSFNWEKSQEK
GSPLMPHLFRVRGAV

52.87
52.91
53.09
53.46
53.52
53.95
54.02
54.09
54.55
55.47
55.59
55.74
56.17
56.81
57.25
57.49
57.67
57.87
58.01
58.04
58.04
58.31
58.34
58.34
58.4
58.47
58.54
58.59
58.67
59
59.07
59.48
59.48
59.76
59.9
59.98
60.02
60.33
60.78
60.94
61.02
61.03
61.05
61.24
61.29

61.85

KKAKGLQFL
LDFIQQAIS
MTFDDLKIQ
CLAAATLGV
LFRVRGAVS
WLWEDGSPL
LHHQNLNLQ
LEGQISARQ
MQLSQVSDL
QLSQVSDLL
LGLVVTIMV
LTHQKKKLE
LEGQISARQ
LEGQISARQ
KKAKGLQFL
NLTHQKKKL
CLAAATLGV
LFRVRGAVS
NLTHQKKKL
LKIQTVKDQ
LGLVVTIMV
IWHGENCYL
NLTHQKKKL
LSRRNPSYP
SRRNPSYPW
SRRNPSYPW
LGLVVTIMV
LTQEQANLT
CAYIQRGAV
GKKAKGLQF
KCLSLDAKL
IMVLGMQLS
LFSSGSFNW
TCAYIQRGA
LARKLNEKS
GKKAKGLQF
LGLVVTIMV
LKRVANCSA
ELHHQNLNL
KKAKGLQFL
GKKAKGLQF
IMVLGMQLS
GAVSQTYPS
YPSGTCAYI
LFSSGSFNW
LMPHLFRVR

312.59
313.15
3618.97
320.93
3658.69
3692.44
3698.76
3705.17
340.59
3850.32
358.4
361.73
368.96
3986.01
4034.48
399.59
4072.56
4093.88
41421
41477
41557
422.67
42323
423.24
414921
4157.79
426.86
4172.33
4178.92
42156
441.87
4256.29
453.41
460.74
463.67
4307.97
4312.49
4343.87
485.27
4408.76
442158
442251
492.49
44434
4448.83

4516.33

52.87
52.91
53.09
53.46
53.52
53.95
54.02
54.09
54.55
55.47
55.59
55.74
56.17
56.81
57.25
57.49
57.67
57.87
58.01
58.04
58.04
58.31
58.34
58.34
58.4
58.47
58.54
58.59
58.67
59
59.07
59.48
59.48
59.76
59.9
59.98
60.02
60.33
60.78
60.94
61.02
61.03
61.05
61.24
61.29

61.85

Intermediet
Intermediet
Rendah
Intermediet
Rendah
Rendah
Rendah
Rendah
Intermediet
Rendah
Intermediet
Intermediet
Intermediet
Rendah
Rendah
Intermediet
Rendah
Rendah
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Intermediet
Rendah
Rendah
Intermediet
Rendah
Rendah
Rendah
Intermediet
Rendah
Intermediet
Intermediet
Intermediet
Rendah
Rendah
Rendah
Intermediet
Rendah
Rendah
Rendah
Intermediet
Rendah
Rendah

Rendah
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HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303

HLA-DRB1*1431

57
34
134
49
a4
76
105
182
131
80
235
46
133
206
130
229

132
43
42
230
146
164
45
63
180
143
147
98
66
58
64
16
65
62
48
145
219
75
231

40
98
79
233
35

71
48
148
63
58
90
119
196
145
94
249
60
147
220
144
243
16
146
57
56
244
160
178
59
77
194
157
161
112
80
72
78
30
79
76
62
159
233
89
245
17
54
112
03
247
49

GMQLSQVSDLLTQEQ
WWCLAAATLGVLCLG
LKRVANCSAPCPQDW
LVVTIMVLGMQLSQV
VLCLGLVVTIMVLGM
HQKKKLEGQISARQQ
MIETLARKLNEKSKE
INSTADLDFIQQAIS
QETLKRVANCSAPCP
KLEGQISARQQAEEA
SQTYPSGTCAYIQRG
CLGLVVTIMVLGMQL
TLKRVANCSAPCPQD
LSRRNPSYPWLWEDG
LQETLKRVANCSAPC
RVRGAVSQTYPSGTC
TFDDLKIQTVKDQPD
ETLKRVANCSAPCPQ
GVLCLGLWVTIMVLG
LGVLCLGLVVTIMVL
VRGAVSQTYPSGTCA
QDWIWHGENCYLFSS
NWEKSQEKCLSLDAK
LCLGLVVTIMVLGMQ
VSDLLTQEQANLTHQ
LKINSTADLDFIQQA
PCPQDWIWHGENCYL
DWIWHGENCYLFSSG
SENELKEMIETLARK
LLTQEQANLTHQKKK
MQLSQVSDLLTQEQA
SDLLTQEQANLTHQK
DEKSNGKKAKGLQFL
DLLTQEQANLTHQKK
QVSDLLTQEQANLTH
GLVVTIMVLGMQLSQ
PQDWIWHGENCYLFS
DGSPLMPHLFRVRGA
THQKKKLEGQISARQ
RGAVSQTYPSGTCAY
FDDLKIQTVKDQPDE
ATLGVLCLGLVVTIM
SENELKEMIETLARK
KKLEGQISARQQAEE
AVSQTYPSGTCAYIQ
WCLAAATLGVLCLGL

61.88
62.1

62.56
62.6

62.68
62.86
62.96
63.17
63.31
63.37
63.41
63.71
63.71
63.75
63.86
63.9

63.9

63.92
64.17
64.43
64.52
64.64
64.67
64.79
64.85
64.87
65.05
65.82
65.95
66.08
66.17
66.24
66.29
66.57
66.97
67.01
67.43
67.62
68.38
68.48
68.9

68.91

69.4

69.88

69.99

LSQVSDLLT
CLAAATLGV
LKRVANCSA
IMVLGMQLS
LGLVVTIMV
LEGQISARQ
MIETLARKL
LDFIQQAIS
LKRVANCSA
LEGQISARQ
YPSGTCAYI
LGLVVTIMV
LKRVANCSA
SRRNPSYPW
LKRVANCSA
VRGAVSQTY
LKIQTVKDQ
LKRVANCSA
LGLVVTIMV
LGLVVTIMV
AVSQTYPSG
IWHGENCYL
WEKSQEKCL
LGLVVTIMV
LLTQEQANL
LKINSTADL
IWHGENCYL
IWHGENCYL
ELKEMIETL
LLTQEQANL
LSQVSDLLT
LLTQEQANL
KKAKGLQFL
LLTQEQANL
LLTQEQANL
IMVLGMQLS
IWHGENCYL
PLMPHLFRYV
LEGQISARQ
VSQTYPSGT
LKIQTVKDQ
LGVLCLGLV
EMIETLARK
LEGQISARQ
YPSGTCAYI
CLAAATLGV

518.67
527.28
542.52
4608.5
4621.02
4645.29
4655.49
561.54
4698.08
566.44
4706.76
4740.64
4741.69
4750.59
4765.28
4775.46
589.04
4776.75
4807.39
4838.74
609.07
613.4
4873.48
4891.32
622.04
622.54
4919.91
658.5
5016.26
664.93
670.24
674.16
675.48
686.43
703.61
5142.26
722.99
5210.06
5285.24
765.11
783.71
785.21
809.6
5461.78
5481.62

839.72

61.88

62.56
62.6

62.68
62.86
62.96
63.17
63.31
63.37
63.41
63.71
63.71
63.75
63.86
63.9

63.9

63.92
64.17
64.43
64.52
64.64
64.67
64.79
64.85
64.87
65.05
65.82
65.95
66.08
66.17
66.24
66.29
66.57
66.97
67.01
67.43
67.62
68.38
68.48
68.9

68.91
69.4

69.8

69.88

69.99

Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah

Rendah
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HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431

HLA-DRB3*0303

36
61
165
41
158
230
60
36
59
238
59
115
144
217
134
232
216
236
60
218
232
67
39
81
38
181

161

37

164
116
234
157
233
237

235
16

231
114
160
143
215

50
75
179
55
172
244
74
50
73
252
73
129
158
231
148
246
230
250
74
232
246
81
53
95
52
195
19
18
175
16
51
178
130
248
171
247
251
20
249
30
245
128
174
157
229
17

CLAAATLGVLCLGLY
SQVSDLLTQEQANLT
WEKSQEKCLSLDAKL
TLGVLCLGLWTIMV
FSSGSFNWEKSQEKC
VRGAVSQTYPSGTCA
LSQVSDLLTQEQANL
CLAAATLGVLCLGLV
QLSQVSDLLTQEQAN
YPSGTCAYIQRGAVY
QLSQVSDLLTQEQAN
EKSKEQMELHHQNLN
CPQDWIWHGENCYLF
WEDGSPLMPHLFRVR
LKRVANCSAPCPQDW
GAVSQTYPSGTCAYI
LWEDGSPLMPHLFRV
QTYPSGTCAYIQRGA
LSQVSDLLTQEQANL
EDGSPLMPHLFRVRG
GAVSQTYPSGTCAYI
LTQEQANLTHQKKKL
AATLGVLCLGLVVTI
LEGQISARQQAEEAS
AAATLGVLCLGLVVT
KINSTADLDFIQQAI
DLKIQTVKDQPDEKS
DDLKIQTVKDQPDEK
GSFNWEKSQEKCLSL
TFDDLKIQTVKDQPD
LAAATLGVLCLGLVV
NWEKSQEKCLSLDAK
KSKEQMELHHQNLNL
VSQTYPSGTCAYIQR
LFSSGSFNWEKSQEK
AVSQTYPSGTCAYIQ
TYPSGTCAYIQRGAV
LKIQTVKDQPDEKSN
SQTYPSGTCAYIQRG
DEKSNGKKAKGLQFL
RGAVSQTYPSGTCAY
NEKSKEQMELHHQNL
SGSFNWEKSQEKCLS
PCPQDWIWHGENCYL
WLWEDGSPLMPHLFR

FDDLKIQTVKDQPDE

70.06
70.11
70.42
70.62
70.62
70.72
70.72
71.28
71.28
71.54
71.74
71.84
71.9

72.25
72.34
72.72
72.73
72.78
72.83
72.95
73.07
73.12
73.28
73.93
74.51
75.15
75.27
75.3

75.34
75.37
75.57
75.61
75.89
75.89
76.01
76.47

76.77

77.38
77.79
78.21
78.31
79.16
79.41
79.66

79.69

LGVLCLGLV
LLTQEQANL
KCLSLDAKL
LGLVVTIMV
FNWEKSQEK
VRGAVSQTY
LLTQEQANL
CLAAATLGV
QLSQVSDLL
AYIQRGAVY
LSQVSDLLT
MELHHQNLN
IWHGENCYL
PLMPHLFRY
LKRVANCSA
YPSGTCAYI
PLMPHLFRV
YPSGTCAYI
LLTQEQANL
PLMPHLFRV
VSQTYPSGT
LTQEQANLT
LGVLCLGLV
ISARQQAEE
LGVLCLGLV
INSTADLDF
LKIQTVKDQ
LKIQTVKDQ
WEKSQEKCL
FDDLKIQTV
LGVLCLGLV
EKCLSLDAK
MELHHQNLN
YPSGTCAYI
LFSSGSFNW
YPSGTCAYI
YPSGTCAYI
LKIQTVKDQ
YPSGTCAYI
GKKAKGLQF
VSQTYPSGT
EQMELHHQN
FNWEKSQEK
IWHGENCYL
SPLMPHLFR

LKIQTVKDQ

842.58

843.59

5537.94
5570.46
5571.37
5583.01
871.96

5647.1

5648.95
5678.25
937.19

947.06

950.23

5779.83
5789.01
5829.56
997.02

5843.31
5851.29
5872.66
1016.23
5892.85
1027.03
1076.85
1126.85
1174.22
1182.47
1186.7

1189.22
6201.44
1208.39
1211.87
6301.16
1240.3

1251.9

1282.96
6440.27
1339.65
1365.57
6616.73
6689.27
1453.71
1542.78
1563.36
1587.06

6953.45

70.06
70.11
70.42
70.62
70.62
70.72
70.72
71.28
71.28
71.54
71.74
71.84
71.9

72.25
72.34
72.72
72,73
72.78
72.83
72.95
73.07
73.12
73.28
73.93
74.51
75.15
75.27
75.3

75.34
75.37
75.57
75.61
75.89
75.89
76.01
76.47
76.77
77.1

77.38
77.79
78.21
78.31
79.16
79.41
79.66

79.69

Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah

Rendah
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HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303

HLA-DRB3*0303

163
162
80
97
74
135
97
113
82
213
110
15
83
212
159
214
40
135
207
112
207

210
111

211
39
96
37
96
68
115
158

73
136
69
38
209
95
84
110

15
106
136

177
176
94
111
88
149
111
127
9
227
124
29
97
226
173
228
54
149
221
126
221
20
224
125
19
225
53
110
51
110
82
129
172
18
87
150
83
52
223
109
98
124
21
29
120
150

FNWEKSQEKCLSLDA
SFNWEKSQEKCLSLD
KLEGQISARQQAEEA
ESENELKEMIETLAR
LTHQKKKLEGQISAR
KRVANCSAPCPQDWI
ESENELKEMIETLAR
LNEKSKEQMELHHQN
EGQISARQQAEEASQ
YPWLWEDGSPLMPHL
ARKLNEKSKEQMELH
PDEKSNGKKAKGLQF
GQISARQQAEEASQE
SYPWLWEDGSPLMPH
SSGSFNWEKSQEKCL
PWLWEDGSPLMPHLF
ATLGVLCLGLVVTIM
KRVANCSAPCPQDWI
SRRNPSYPWLWEDGS
KLNEKSKEQMELHHQ
SRRNPSYPWLWEDGS
LKIQTVKDQPDEKSN
NPSYPWLWEDGSPLM
RKLNEKSKEQMELHH
DLKIQTVKDQPDEKS
PSYPWLWEDGSPLMP
AATLGVLCLGLVVTI
QESENELKEMIETLA
LAAATLGVLCLGLVV
QESENELKEMIETLA
TQEQANLTHQKKKLE
EKSKEQMELHHQNLN
FSSGSFNWEKSQEKC
DDLKIQTVKDQPDEK
NLTHQKKKLEGQISA
RVANCSAPCPQDWIW
QEQANLTHQKKKLEG
AAATLGVLCLGLWT
RNPSYPWLWEDGSPL
SQESENELKEMIETL
QISARQQAEEASQES
ARKLNEKSKEQMELH
KIQTVKDQPDEKSNG
PDEKSNGKKAKGLQF
IETLARKLNEKSKEQ
RVANCSAPCPQDWIW

79.77
79.8

80.33
80.54
80.73
80.79
81.06
81.19
81.25
81.51
81.56
81.63
82.36
82.67
83.41
83.61
84.61
84.8

85.08

85.37
85.39
85.63
85.72
85.76
85.81
85.89
86.36
86.76
86.81
87.09
87.51
87.6
87.72
87.77
88.29
88.42
88.63
88.87
89.49
89.56
89.69
89.76
90
90.11
90.2

NWEKSQEKC
FNWEKSQEK
LEGQISARQ
ELKEMIETL
KKKLEGQIS
RVANCSAPC
ELKEMIETL
EQMELHHQN
ISARQQAEE
LWEDGSPLM
LNEKSKEQM
GKKAKGLQF
ISARQQAEE
WLWEDGSPL
FNWEKSQEK
LWEDGSPLM
LCLGLVVTI
RVANCSAPC
SRRNPSYPW
LNEKSKEQM
SRRNPSYPW
LKIQTVKDQ
WLWEDGSPL
LNEKSKEQM
LKIQTVKDQ
WLWEDGSPL
LGVLCLGLY
ELKEMIETL
LGVLCLGLY
ELKEMIETL
EQANLTHQK
MELHHONLN
FNWEKSQEK
LKIQTVKDQ
KKKLEGQIS
RVANCSAPC
EQANLTHQK
LGVLCLGLV
WLWEDGSPL
ELKEMIETL
ISARQQAEE
LNEKSKEQM
IQTVKDQPD
GKKAKGLQF
LARKLNEKS
RVANCSAPC

1607.1
1611.58
7054.13
7093.31
7141.35
1717.61
1758.19
1773.78
1780.17
1819.87
1827.27
1840.36
1931.28
1967.72
2062.83
2082.76
7873.65
7929.57
2298.06
2301.2
8058.95
8063.6
2381.91
2400
8152.4
2415.68
8184.05
8307.42
8417.34
2645.93
8499.33
8615.68
2839.67
8668.53
8682.63
3032
8839.23
8900.9
3160.38
9146.44
3362.83
9209.1
3430.87
9291.11
9341.45

9361.78

79.77

80.33
80.54
80.73
80.79
81.06
81.19
81.25
81.51
81.56
81.63
82.36
82.67
83.41
83.61
84.61
84.8
85.08
85.1
85.37
85.39
85.63
85.72
85.76
85.81
85.89
86.36
86.76
86.81
87.09
87.51
87.6
87.72
87.77
88.29
88.42
88.63
88.87
89.49
89.56
89.69
89.76
90
90.11
90.2

Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah
Rendah

Rendah
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HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303

HLA-DRB1*1431

137
109

208
114
81
138
111
107
108
70
142
112
95
72
71
139
140
113
137
14
85

138
142
141
13

139
208
94
11

82
140
83
93
141
12
92
14
84
10
10
13

151
123
21
222
128
95
152
125
121
122
84
156
126
109
86
85
153
154
127
151
28
99
22
152
156
155
27
22
153
222
108
25
23
9
154
97
107
155
26
106
28
08
24
24
27
23

VANCSAPCPQDWIWH
LARKLNEKSKEQMEL
KIQTVKDQPDEKSNG
RRNPSYPWLWEDGSP
NEKSKEQMELHHQNL
LEGQISARQQAEEAS
ANCSAPCPQDWIWHG
RKLNEKSKEQMELHH
ETLARKLNEKSKEQM
TLARKLNEKSKEQME
EQANLTHQKKKLEGQ
APCPQDWIWHGENCY
KLNEKSKEQMELHHQ
SQESENELKEMIETL
ANLTHQKKKLEGQIS
QANLTHQKKKLEGQI
NCSAPCPQDWIWHGE
CSAPCPQDWIWHGEN
LNEKSKEQMELHHQN
VANCSAPCPQDWIWH
QPDEKSNGKKAKGLQ
ISARQQAEEASQESE
IQTVKDQPDEKSNGK
ANCSAPCPQDWIWHG
APCPQDWIWHGENCY
SAPCPQDWIWHGENC
DQPDEKSNGKKAKGL
IQTVKDQPDEKSNGK
NCSAPCPQDWIWHGE
RRNPSYPWLWEDGSP
ASQESENELKEMIET
VKDQPDEKSNGKKAK
QTVKDQPDEKSNGKK
EGQISARQQAEEASQ
CSAPCPQDWIWHGEN
GQISARQQAEEASQE
EASQESENELKEMIE
SAPCPQDWIWHGENC
KDQPDEKSNGKKAKG
EEASQESENELKEMI
QPDEKSNGKKAKGLQ
QISARQQAEEASQES
TVKDQPDEKSNGKKA
TVKDQPDEKSNGKKA
DQPDEKSNGKKAKGL
QTVKDQPDEKSNGKK

90.32
90.37
90.57
91.13
91.29
91.37
91.37
91.48
91.68
91.73
92.09
92.09
92.25
92.48
92.71
92.76

92.76

93.27
93.27
93.29
93.56
94.11
94.16
94.28
94.35
94.94
95.35
95.44
95.61
96.04
96.18
96.25
96.25
96.33
96.34

96.69

96.76
97.08
97.33
97.41
97.57
97.59
97.79

98.08

PCPQDWIWH
LNEKSKEQM
IQTVKDQPD
RNPSYPWLW
KSKEQMELH
LEGQISARQ
PCPQDWIWH
LNEKSKEQM
LARKLNEKS
LARKLNEKS
NLTHQKKKL
PCPQDWIWH
LNEKSKEQM
ELKEMIETL
NLTHQKKKL
NLTHQKKKL
PCPQDWIWH
PCPQDWIWH
KSKEQMELH
ANCSAPCPQ
EKSNGKKAK
ISARQQAEE
IQTVKDQPD
SAPCPQDWI
WIWHGENCY
PCPQDWIWH
EKSNGKKAK
IQTVKDQPD
SAPCPQDWI
RNPSYPWLW
SENELKEMI
EKSNGKKAK
VKDQPDEKS
ISARQQAEE
PCPQDWIWH
ISARQQAEE
SENELKEMI
CPQDWIWHG
EKSNGKKAK
SENELKEMI
DEKSNGKKA
ISARQQAEE
VKDQPDEKS
TVKDQPDEK
DEKSNGKKA

VKDQPDEKS

3589.72
9399.58
9444.42
3842.4
9651.72
9679.61
3945.97
9727.85
9792.61
0812.4
9891.31
4246.85
9929.62
4409.35
10093.47
10116.3
4542.46
4693.79
10317.8
10321.47
4811.18
4975.67
10654.25
10663.37
10704.05
5407.38
5835.73
6147.29
11192.67
11243.69
11464.77
6834.2
11573.32
11573.65
11608.98
11614.79
11808.49
11813.49
7489.78
12028.29
12175.03
12219.6
8348.82
12327.71
12417.17

9143.98

90.32
90.37
90.57
91.13
91.29
91.37
91.37
91.48
91.68
91.73
92.09
92.09
92.25
92.48
92.71
92.76
92.76
93.1

93.27
93.27
93.29
93.56
94.11
94.16
94.28
94.35
94.94
95.35
95.44
95.61
96.04
96.18
96.25
96.25
96.33
96.34
96.69
96.7

96.76
97.08
97.33
97.41
97.57
97.59
97.79

98.08
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HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB3*0303
HLA-DRB1*1431
HLA-DRB1*1431
HLA-DRB1*1431

HLA-DRB1*1431

11
94
85
91
12
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92
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90
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88

25

108
99

105
26
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100
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VKDQPDEKSNGKKAK
ASQESENELKEMIET
ISARQQAEEASQESE
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KDQPDEKSNGKKAKG
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SARQQAEEASQESEN
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RQQAEEASQESENEL
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AEEASQESENELKEM
QQAEEASQESENELK
QAEEASQESENELKE
RQQAEEASQESENEL

98.2
98.3
98.32
98.35

98.65

98.98
99.01
99.05
99.23
99.3

99.31
99.33
99.38
99.39
99.54
99.54

99.61

DEKSNGKKA
SENELKEMI

ISARQQAEE

ASQESENEL
DEKSNGKKA
SENELKEMI

ARQQAEEAS
SENELKEMI

SARQQAEEA
ASQESENEL
ASQESENEL
ASQESENEL
ARQQAEEAS
ARQQAEEAS
ASQESENEL
ASQESENEL
ASQESENEL
ASQESENEL

12686.68
9404.82

12784.15
12824.92
13048.07
10703.53
10904.66
10980.1

13379.56
13532.75
13612.76
13622.84
12022.63
13699.56
12159.47
12598.18
12635.06

12773.22

98.2

98.32
98.35
98.65
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Lampiran 10. Hasil Analisis Homologi Protein LOX-1 Manusia

",..»_J BLAST®

Home  Recent Results Saved 5Strategies Help

"y HCBI BLAST/ blastp suite/ Formatting Results - TE1W99D6015

@ Your search is limited to records matching entrez query: txid9606 [ORGMN].

Edit and Resubmit  Save Search Strategies > Formatting options  # Download
Protein Sequence (273 letters)

Youlfi) How to read this page  Blast report description

RID TE1V99D6015 (Expires on 06-11 21:26 pm)
Query ID Icl[24373
Description None
Molecule type amino acid
Query Length 273

Database Name nr
Description All non-redundant GenBank CDS
translations+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects
Program BLASTP 2.2.29+ b Citation

Other reports: B Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment
A DELTA-BLAST, a more sensitive protein-protein search  e)

(=) Graphic Summary

{=)Show Conserved Domains

Putative conserved domains have been detected, click on the image below for detailed results.
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ligand binding surface
Specific hits CLEGT_WK_precertors_like
Superfanilies Luy49

CLECT superfamily

Distribution of 101 Blast Hits on the Query Sequence &

|M0use over to see the defline, click to show alignments |

Color key for alignment scores
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=Descriptions

Sequences producing significant alignments:
Select: All Mone Selected:0

it Alignments

o

Regita scor | cors| covr
[ oxidized low-density lipoprotein receptor 1 isaform 1 [Homo sapiens 568 568 100%
[ oxidised low density lipoprotein (lectin-like) receptor 1 [Homo sapiens 566 566 100%
[J unnamed protein product [Homo sapiens] 419 419 T73%
[ oxidized low-density lipoprotein receptor 1 isoform 3 [Homo sapiens 383 383 63%
[J PREDICTED: oxidized low-density lipoprotein receptor 1 isoform X1 [Homo sapiens 383 383 6GE%
[ Chain A, Crystal Structure Of The W150a Mutant Lox-1 Ctld Showing Impaired Oxldl Bindir 299 299 51%
[J Chain A Human Oxidized Low Density Lipoprotein Receptor Lox-1 Dioxane Complex[Hor 291 291 49%
[ oxidized low-density lipoprotein receptor 1 isoform 2 [Homo sapiens 285 285 53%
[ chain A Human Oxidized Low Density Lipoprotein Receptor Lox-1P3 121 Space Group[ 283 283 47%
[ Chain A, Crystal Structure Of Human Lectin-like Oxidized Low-density Lipoprotein Receptc 274 274 47%
[J C-type lectin domain family 7 member A isoform a [Homao sapiens] 127 127 87T%
[J C-type lectin domain family 7. member A, isoform CRA k[Homo sapiens] 126 126 87T%
[J C-type lectin domain family 7 member A isoform e [Homo sapiens] 116 116  58%
[J C-type lectin domain family 7 member A isoform b [Homo sapiens] 114 145 B1%
[J C-type lectin domain family 12 member B, isoform CRA a [Homao sapiens] 107 107  86%
[0 c-type lectin domain family 12 member B isoform 1 [Homo sapiens 106 106 86%
[ C-ype lectin domain family 1, member A, isoform CRA ¢ [Homo sapiens] 103 103 6B2%
[J PREDICTED: C-type lectin domain family 1 member Aisoform X1 [Homa sapiens] 103 103 B2%
[ C-type lectin-like receptor-1 [Homa sapiens 103 103 62%
) unnamed protein product [Homo sapiens] 994 994 5T%
[ C-type lectin domain family 7. member A, isoform CRA d [Homa sapiens] 913 913 39%
[ C-vpe lectin domain family 1. member A, isoform CRA a [Homo sapiens] 928 928 49%
) sDC-SIGN1A type lll isoform [Homo sapiens] 944 944 Ti%
[J mDC-SIGN1A type IIl iscform [Homo sapiens] 944 944 82%
[J €D209 antigen isaform 7 [Homo sapiens 932 932 82%
[J C-type lectin domain family 1. member B [Homo sapiens] 913 93 8%
[J cD209 antigen isoform 5 [Homo sapiens 913 913 Ti%
) PREDICTED: C-type lectin domain family 12 member B isoform X5 [Homo sapiens] 897 897 46%
[J C-type lectin domain family 3 member A[Homo sapiens] 9009 909 B85%
[J QDED721[Homa sapiens] 905 905 B87%
[ C-ype lectin domain family 1 member B isoform a [Homo sapiens] 905 905 87%
[J PREDICTED: CD209 antigen isoform X4 [Homo sapiens] 894 894 T2%
[ C-type lectin-like receptor-2 [Homa sapiens 7.0 87.0 87%
[J unnamed protein product [Homo sapiens] 7.0 870 B86%
[J C-type lectin domain family 1 member A[Homo sapiens 86.7 86.7 86%
[ unnamed protein product [Homo sapiens] 86.7 86.7 86%
[J Chain A, Crystal Structure Of The Human Clec8a C-vpe Lectin-like Domain [Homo sapier 83.2 832 46%
[J sDC-SIGN1B type Il isoform [Homo sapiens] 85.9 859 61%
[J cD208 antigen, isoform CRA | [Homo sapiens] 85.9 859 61%
[ cD209 antigen isoform 6 [Homo sapiens 85.1 851 &7%
[J cD209 antigen isoform 3 [Homo sapiens] 851 891 &7T%
) sDC-SIGN1B type | isoform [Homo sapiens] 847 B4T ET%
[ unnamed protein product [Homo sapiens 85.1 851 &7%
[J cD209 antigen isoform 1 [Homao sapiens] 851 851 A&7%
[ unnamed protein product [Homo sapiens 793 793 26%
[ mDC-SIGN1B tvpe | isoform [Homo sapiens] 847 847 5T%
[ C-type lectin domain family 1 member B isoform b [Homao sapiens] 816 816 68%

value
0.0
0.0
Ge-148
4e-134
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1e-95
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1e-33
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Ident

100%
99%
99%

100%

100%
99%

100%
98%

100%
98%
32%
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36%
39%
33%
32%
33%
33%
32%
33%
40%
36%
%
31%
31%
25%
31%
38%
29%
25%
25%
33%
25%
29%
29%
29%
35%
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33%
35%
35%
35%
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35%

61%
35%

27%

Accession

NP 0025341
BACS1565.1
BAGH0338.1

NP 0011661041
XP 0067191441
LG A
1vPQ A

NP 001166103.1
I¥PO A
¥ A

NP 92283581
EAWG6155.1

NP 9229411
MNP 0720922
EAW961351

MNP 0011234701
EAWS6142 1

XP 0052534401
AAF36830.1
BAGE2601.1
EAWOE147 1
EAWS6140 .1
AAKS1852.1
AAKD1848 1

MNP 0011383671
EAW96134.1

MNP 0011383651
KP 0067191361
MNP 8872281
AADBBOE2 1

MNP 0575933
XP 0052725291
AAF3BTTT A
BAF84273.1

MNP 0575952
BAC11410.1
VPP A
AAKO1856.1
EAWES000 .1

MNP 001138366.1
MNP 0011383681
AAKO1855.1
BAG36354.1

NP 0669781

BAH14724 1
AAKO1854 .1

MNP 0010929011
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C-ype lectin domain family 4 member M isoform 7 [Homo sapiens

sDC-SIGM2 type |ll isoform [Homo sapiens

CLEC1B protein [Homo sapiens

Chain A, Crystal Structure Of The Free Human MNkg2d Immunoreceptor [Homo sapiens

macrophage antigen h [Homo sapiens

unnamed protein product [Homo sapiens

Chain B, Crystal Structure Of Human Mica In Complex With Matural Killer Cell Receptor M

Chain A, Crystal Structure Of Cowpox Virus Cpxv018 (omcp) Bound To Human Mkg2d [Ho

Chain A, Nkg2d In Complex With Ulbp3 [Homo sapiens

C-type lectin domain family 12 member B isoform 2 [Homo sapiens

Chain B, Crystal Structure Of Mkp65 Bound To Its Ligand Kacl [Homo sapiens]
Chain A, Crystal Structure Of Human Clec-2 (Clec1b) [Homo sapiens

killer cell lectin-like receptor subfamily F member 2 [Homo sapiens

CD209 antigen isoform 8 [Homo sapiens

NKGZ2-D type |l integral membrane protein [Homo sapiens

Reciame: Full=NKG2-D type Il integral membrane protein; AltMame: Full=Killer cell lectin
unnamed protein product [Homo sapiens

Chain A, Crystal Structure Of The Complex Of The Carbohydrate Recognition Domain Of b

PREDICTED: Ctype lectin domain family 12 member B isoform X2 [Homo sapiens

Chain A, Crystal Structure Of Dc-Sign Carbohydrate Recognition Domain Complexed With

Chain A, Complex Of Dc-Sign And Glcnac2mana [Homo sapiens

Chain A, Crystal Structure Of Dc-Sign Carbohydrate Recognition Domain Complexed With

C-type lectin domain family 12 member A isoform 2 [Homo sapiens

Chain D, Cryo Em Structure Of Dengue Complexed With Crd Of Dc-Sign [Homo sapiens]

Chain A, Crystal Structure Of The Complex Of The Carbohvdrate Recognition Domain Of B
myeloid inhibitory C-type lectin-like receptor isoform beta [Homo sapiens
C-type lectin domain family 12 member A isoform 1 [Homo sapiens

C-type lectin protein CLL-1 [Homo sapiens

C-ype lectin domain family 4 member M isoform 11 [Homo sapiens

C-type lectin domain family 12 member A isoform 3 [Homo sapiens

C-type lectin domain family 12, member A, isoform CRA a[Homo sapiens]

PREDICTED: C-ype lectin domain family 12 member A isoform X2 [Homo sapiens

Chain A, Crystal Structure Of A Fragment Of Dc-signr (containg The Carbohydrate Recogn

hCG16425, isoform CRA a [Homo sapiens

C-ype lectin domain family 2 member L [Homo sapiens]

CD209 antigen isoform 4 [Homo sapiens

L-SIGN variant [Homo sapiens

C-ype lectin domain family 4 member M isoform 9 [Homo sapiens]
C-ype lectin domain family 4 member M isoform 2 [Homo sapiens
unnamed protein product [Homo sapiens]

PREDICTED: C-tvpe lectin domain family 4 member M isoform ¥4 [Homo sapiens
PREDICTED: C-type lectin domain family 4 member M isoform X3 [Homo sapiens
C-ype lectin domain family 4 member M isoform 8 [Homo sapiens]

C-ype lectin domain family 4 member M isoform 12 [Homo sapiens

CLEC4M protein [Homa sapiens]

PREDICTED: C-tvpe lectin domain family 4 member M isoform X2 [Homo sapiens

C-type lectin domain family 4 member M isoform 1 [Homo sapiens
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NP 001138378.1
AAKO1865.1
AAHZ29554 1

IMPU A
AAQBI1701
BACSE73501
IHYR B
4PDC A
IKCG A

NP 9953242
40P B
2C6U A

NP 0011776941
NP 001138371.1
NP 031386.2
P26718.1
BAFB4709.1
2XRE A

AP 0067191331
1SLS A

1504 A

NP 963917.2
2B6B D
2XR5 A
AASO0E06.1

NP 612210.4
AAL 95693 1

NP 0011383791
NP 0011929391
EAWS6132.1

XP _006T19096.1
J15L6 A
EAWS83922 1

NP 001073980.2
NP 0011383691
AAR04559 1

NP 001138381.1
NP 0011383761
BAGE5307 .1

XP D0BT22677.1
AP D0B722676.1
NP 0011383821
NP 001138377 .1
AAI10615.1

XP 0D0B722675.1
NP 0550723
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[ PREDICTED: C-type lectin domain family 4 member M isoform X1 [Homo sapiens 739 739 57% 4e14 31% XP 0067226741

[J Chain A, Structure Of Dc-Signr And A Portion Of Repeat Domain 8 [Homo sapiens 69.7 697 45% 9e-14  34% 1XPH A

[J Chain A Complex Of Dc-signr And Glcnac2man3 [Homo sapiens 69.3 693 45% 1e-13  34% 1KOJ A

[J probable mannose binding C-type lectin DC-SIGNR [Homo sapiens 728 728 43%  1e-13  34% AAG138482

] PREDICTED: C-type lectin domain family 12 member A isoform X5 [Homo sapiens] 68.6 686 39% 7e13 32% XP 0067191001

] PREDICTED: C-type lectin domain family 12 member A isoform X5 [Homo sapiens] 682 682 39% 1e12 32% XP 0067190991
© Alignments

BlDownload ~ GenPept Graphics ¥ Mext 4 Descriptions

oxidized low-density lipoprotein receptor 1 isoform 1 [Homo sapiens]
sequence ID: reflNP_002534 1] Length: 273 Number of Matches: 1

B See 9 more title(s)

Range 1: 1 to 273 GenPept Graphics

Score Expect Method Identities Positives Gaps

568 bits{1464) 0.0 Compositional matrix adjust. 273/273(100%) 273/273(100%) 0/273(0%)

Query 1 MIFDDLEIQTVEDQPDEKSNGEEAKGLOFLY SEWNCLARATLGVLCLGLVVIIMVIGMQL &0
MTFDDLKIQTVEDPDEKSNGEKAKGLYFLY SEWRCLARRTL.GVLCLGLVVI IMVLGM]L
Sbjct 1 MIFDDLEIQTVEDQPDEKSNGEKAKGLOFLY SEWRCLARATLGVLCLGLVVIIMVLGMQL a0

Query 61  SQVSDLLTQEQANLIHQKKKLEG(ISARQUAEEASQESENELKEMIETLARKINEKSKE] 120
SQVEDLLIQEQANLT BOKKKLEGQISARQQAEEAS JESENELKEMIETLARKLIEKSKED
3bjct 61 SQVSDLLIQEQANLIBQKKKLEGHISARQUAEEASQESENFLKEMIETLARKLNEKSKE] 120

Query 121 MELHHQNLNLOETLERVANCSAPCPQDWIWHGENCYLFSSGSFNWEKSQEKCLSLDAKLL 180
MELHHQNLNLOET LEKEVANCSAPCEPQDWIWHGENCYLFS5GSFNWEKSQEKCLSLDAKLL
Sejet 121 MELHHQWNLNLOETLERVANCSAPCPODWIWHGENCYLFSSGSFNWEKSQEKCLSLODAKLL 180

Query 1381 KINSTADLDFIQQAISYSSFEFWMGLSERNESYFWLWEDGSFIMEHLFEVRGAVIQIYES 240
KINSTADLDFIQQATISYSSFPFWMGLSRRNESYPWLWEDGSFLMPHLFRVRGAVIQTYES
Sbkjct 181 KINSTADLDFIQQAISYSSFEFWMGLSRRNPSYPWLWEDGSPLMEHLFEVRGAVIQTYES 240

Query 241 GICAYIQRGAVYAENCILAAFSICOEERNLERQ 273
GICAYIQRGAVYAENCITLARFSICOKERNLERD
Sbjct 241 GICAYIQRGAVYAENCILARFSICQEKRNLEAQ 273

Related Information

Gene - associated gene details
UniGene - clustered expressed
sequence tags

Map Wiewer - aligned genomic
context

Identical Proteins - Proteins
identical to the subject

BIDownload ~ GenPept Graphics

oxidised low density lipoprotein (lectin-like) receptor 1 [Homo sapiens]
Sequence ID: dbj|BACE1565 1] Length: 273 Humber of Matches: 1
¥ See 1 more title(s

unnamed protein product [Homo sapiens]

Sequence ID: dbj|BAFE4813 .1

Range 1: 1 to 272 GenPept Graphics

¥ lext A Previous 4 Descriptions

Score Expect Method Identities Positives Gaps

566 bits{1458) 0.0 Compositional matrix adjust. 272/273(99%) 272/273(99%) 0/273(0%)

Query 1 MIFDDLEIQTVEDQPDEKSNGEKAKGLOFLY SEWRCLARATLGVLCLGLVVIIMVIGMQL &0
MTFDDLKIQTVEDPDEKSNGEKAKGLYFLY SEWRCLARRTL.GVLCLGLVVI IMVLGM]L
Sbjct 1 MIFDDLEIQTVEDQPDEKSNGEEAKGLOFLY SEWRCLARATLGVLCLGLVVIIMVILGMOQL a0

Query &1  SQVSDLLTQEQANLIHQKKKLEG(ISLRQFAFEAS)ESENELKEMIETLARKLNEKSKE] 120
SQVSDLLIQEQANLT HKKKLEGQTSARQUAFFAS(FE SENELKEMI ETLARKLNEKSKED
Sbhjct &1  SOVSDLLIQEQANLIHQKHKLEG(ISARQGAFFAS(ESENELKEMIETLLRKLNEKSKE] 120

Query 121 MELHHQNLNLOETLKRVANCSAPCPQDWIWHGENCYLFSSGSFNWEKSQEKCLSLDAKLL 180
MELHHONILNLOETLEREVANCSAPCEPQDWIWHGENCYLFSSGSFNWE SQEKCLSLDAKLL
Sbjct 121 MELHHQNLNLOETLKRVANCSAPCPQDWIWHGENCYLFSSGSFNWENSQEKCLSLODAKLL 180

Query 181 KINSTADLDFIQQAISY3SFEFWMGLSRRNPSYPWLWEDGSPIMEHLFRVRGAVIQTYES 240
KINSTADLDFIQQATSYSSFPFWMGLSRRNESY PWLWEDGSFLMPHLFRVRGAVSQTYES
Sbjet 181 KINSTADLDFIQQAISYSSFEFWMGLSRERNESYPWLWEDGSPLMEHLFEVRGAVIQTIYES 240

Query 241 GICAYIQRGAVYAENCILAAFSICOEERNLERQ 273
GICAYIQRGAVYAENCITLARFSICOKERNLERD
Sbjct 241 GICAYIQRGAVYAENCILARFSICQEERNLERQ 273

Related Information

Gene - associated gene details

Identical Proteins - Proteins
identical to the subject
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BIDownload ~ GenPept Graphics ¥ llext A Previous 4 Descriptions

unnamed protein product [Homo sapiens]
sequence ID: dbj|BAGE0339.1| Length: 214 Humber of Matches: 1

Range 1: 15 to 214 GenPept Graphics

Score Expect Method Identities Positives Gaps
419 bits(1076) 8e-148 Compositional matrix adjust. 199/200(99%) 199/200(99%) 0/200({0%)

guery 74  LTHQKKKLEGQISARQQAEEASQESENELKEMIETLARKINEKSKEQMELHHQNLNLQET 133
THQKKKLEGQI SARQQAFFASQE SENELKEMIET LARKINF KSKEQME LHEGNLNLQET
Sbkict 15  FIHQKKKLEGQISARQUAFFASQESENELEEMIETLARKINEESHEQMELHHONINLQET 74

fuery 134 LERVANCSAPCPQDWIWHGENCYLFSSGSFNWEKSQEKCLSLDAKLLEINSTADLDEIQD 193
LEEVANCSAPCPODWIWHGENCYLFSSGSFNWEKSQEKCLSLDAKLLKINSTADLDFIQN
Sbjct 75 LEEVANCSAPCPODWIWHGENCYLFS5GSFNWEKSQEKCLSLDAKLLKINSTADLDFIQD 134

fuery 194 AISYSSFPFWMGLSRRNPSYPWLWEDGSPLMPHLFRVRGAVSQTYPSGTCAYIQRGAVYA 253
AISYSSFPFWMGLSERNESYEWLWEDGSPLMEHLFRVRGAVSQTIYPSGICAYIQRGAVYA
Sbkjct 135 AISYSSFEFWMGLSRRNPSYPWLWEDGSPLMPHLFRVRGAVSQTYPSGTCAYIQRGAVYA 194

Query 254 ENCILRAFSICQKERNLRAQ 273
ENCILAAFSICQEKANLRAQ
Sbjct 195 ENCILRAFSICQKEANLER( 214

Related Information

Gene - associated gene details

BlDownload ~ GenPept Graphics ¥ lext A Previous 4 Descriptions

oxidized low-density lipoprotein receptor 1 isoform 3 [Homo sapiens]
sequence ID: reflNP_001166104.1] Length: 183 Number of Matches: 1

P See 1 maore title(s)

Range 1: 1 to 188 GenPept Graphics

Score Expect Method Identities Positives Gaps
383 bits(984) 4e-134 Compositional matrix adjust. 188/188(100%) 188/188(100%) 0/188(0%)

Query 1 MIFDDLEIQTVEDQFDEKSHGKFAKGLQFLY SPWWCLARATLGVLCLGLVVT IMVLGMOL 60
MTFDDLEIQTVEDQFDEKSNGKEAKGLOFLY SPWWCLARA TL.GVLCLGIVYVT IMVLGHMOL
Sbjct 1 MIFDDLEIQTVEDQFDEKSHGEFAKGLQF LY SPWWCLARATL.GVLCLGLVVT IMVLGMOL 60

Query &1  SEVSDLLIQEQANLTHGKEKLEG(ISLRQJAFFASQESENELKEMIETLARKINEKSKER 120
SQVSDLLIQEQRNLTHQKKKLEG(T SARQQAFFASQESENE LKEMI ETLARKLNEKSKED
Skjct 61  SOVSDLLIQEQRNLTH(KEKLEG(ISARQJAFFASQESENELKEMIETLARKINEKSKE] 120

Query 121 MELHHQNLNLQETLERVANCSAPCPQDWIWHGENCYLF3S5GSFNWEKSQEKCLSLDAKLL 180
MELHHGNLNLOET LERVANCSAPCPQDWINHGENCYLF33GSFNWEKSQEKCLSLDAKLL
Sbjct 121 MELHEQNLNLOETLERVANCSAPCPQDWIWHGENCYLFS5GSFNWEKSQEKCLSLDAKLL 180

Query 181 KINSTADL 188
KINSTADL
Sbkjct 181 KINSTADL 188

Related Information

Gene - azzociated gene details
Map Viewer - aligned genomic
context

Identical Proteins - Proteins
identical to the subject

[BIDownload ~ GenPept Graphics ¥ llext A Previous 4 Descriptions

PREDICTED: oxidized low-density lipoprotein receptor 1 isoform X1 [Homo sapiens]
sequence ID: reflXP_006713144 1| Length: 217 Number of Matches: 1

Range 1: 1 to 188 GenPept Graphics

Score Expect Method Identities Positives Gaps
383 bits(983) 1e-133 Compositional matrix adjust. 188/188(100%) 188/188(100%) 0/188{0%)

Query 1 MTFDDLEIQTVEDQPDEKSNGKFAKGLOFLY SEWWCLARATL.GVLCLGLVVT IMVLGMOL &0
MIFDDLEIQTVEDQFDEKSHGKFAKGLQF LY SEWWCLARAT LGVLCLGLVVT IMVLGMOL
Skjet 1 MTFDDLEIQTVEDQPDEKSNGEFAKGLOFLY SPWWCLARATLGVLCLGIVVT IMVLGMOL &0

Query 61  SQEVSDLLTQEQANLTHQKKKLEGQISARQQAFEASQESENFLEEMIETLARKINEKSKEQ 120
SQVSDLLIQEQANLTEQKKKLEG) I SARQOAEELSQESENE LKEMIETLARKLNEKSKED
3bjoct 61 SQVSDLLTQEQANLTHQKKKLEGQISARQQAEEASQESENELKEMIETLARKLNEKSKEQ 120

Query 121 MELHHQNLNLQETLERVANCSAPCPQDWIWHGENCYLF3S5GSFNWEKSQEKCLSLDAKLL 180
MELHHQNLNLOET LKRVANCSAPCPQDWINHGENCYLFS5GSFNWEKSQEKCLSLDAKLL
Sbjct 121 MELHHQNLNLOETLERVANCSAPCPQDWIWHGENCYLF35GSFNWEKSQEKCLSLDAKLL 180

Query 181 KINSTADL 188
KINSTADL
Sbjct 131 KINSTADL 188

Sumber : NCBI

Link

: http://blast.ncbi.nlm.nih.gov/Blast.cqi

Related Information

Gene - associated gene details



http://blast.ncbi.nlm.nih.gov/Blast.cgi
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Lampiran 11 . FASTA Sekuens Asam Amino Penyusun Protein LOX-1 Manusia dan Tikus

FASTA Sekuens Asam Amino Penyusun Protein LOX-1 Manusia (Homo sapiens)
>sp|P78380|OLR1_HUMAN Oxidized low-density lipoprotein receptor 1 OS=Homo sapiens
GN=OLR1 PE=1 SV=1
MTFDDLKIQTVKDQPDEKSNGKKAKGLQFLYSPWWCLAAATLGVLCLGLVVTIMVLGMQL
SQVSDLLTQEQANLTHQKKKLEGQISARQQAEEASQESENELKEMIETLARKLNEKSKEQ
MELHHQNLNLQETLKRVANCSAPCPQDWIWHGENCYLFSSGSFNWEKSQEKCLSLDAKL
LKINSTADLDFIQQAISYSSFPFWMGLSRRNPSYPWLWEDGSPLMPHLFRVRGAVSQTYP

SGTCAYIQRGAVYAENCILAAFSICQKKANLRAQ

Sumber : UniProt

Link : http://www.uniprot.org/uniprot/P78380.fasta

FASTA Sekuens Asam Amino Penyusun Protein LOX-1 Tikus (Rattus norvegicus)
>sp|O70156|OLR1_RAT Oxidized low-density lipoprotein receptor 1 OS=Rattus norvegicus
GN=0OIrl1 PE=2 SV=1
MAFDDKMKPVNGQPDQKSCGKKPKGLHLLSSTWWCPAAVTLAILCLVLSVTLIVQQTQLL
QVSDLLKQYQANLTQQDHILEGQMSAQKKAENASQESKRELKEQIDTLTWKLNEKSKEQE
KLLQQNQNLQEALQRAVNASEESKWELKEQIDILNWKLNGISKEQKELLQQNQNLQEALQ
KAEKYSEESQRELKEQIDTLSWKLNEKSKEQEELLQQNQNLQEALQRAANSSGPCPQDW
IWHKENCYLFHGPFNWEKSRENCLSLDAQLLQISTTDDLNFVLQATSHSTSPFWMGLHRK
NPNHPWLWENGSPLSFQFFRTRGVSLOMYSSGTCAYIQGGVVFAENCILTAFSICQKKAN

LLLTQ

Sumber :UNIPROT


http://www.uniprot.org/uniprot/P78380.fasta
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Link . http://www.uniprot.org/uniprot/O70156.fasta

Lampiran 12. Hasil Analisis Homologi Protein LOX-1 Manusia dan Tikus

Edit and Resubmit Save Search Strategies & Formatting options & Download YoulfT How to read this page Blast report description

Blast 2 sequences

sp|P78380[OLR1_HUMAN Oxidized low-density...

RID VW6VIOP55114 (Expires on 07-03 10:28 am)

Query ID |Icl|17755 Subject ID Icl|17757
Description sp|P78380|0LR1_HUMAN Oxidized low-density Description sp|070156|0LR1_RAT Oxidized low-density
lipoprotein receptor 1 0S=Homao sapiens GN=0LR1 lipoprotein receptor 1 OS=Rattus norvegicus
PE=1 5v=1 GN=0Irl PE=2 SV=1
Molecule type amino acid Molecule type amino acid
Query Length 273 Subject Length 364

Program BLASTP 2.2.29+ B Citation
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BIDownload ~ Graphics

sp|O70156|0LR1_RAT Oxidized low-density lipoprotein receptor 1 OS=Rattus norvegicus GN=0Ir1 PE=2 5V=1
Sequence ID: Icl|17757 Length: 364 Number of Matches: 1

Range 1: 1 to 260 Graphics

4 Descriptions

Related Information

Score

Expect Method Identities Positives

Gaps

320 bits(819) 4e-112 Compositional matrix adjust. 181/362(50%) 208/362(57%) 04/362(25%)

Query 1
Spjet 1
Query &1
Sbjct &0
Query 121
Sbjct 120
Query 132
Sbjct 180
Query 149
Sbjct 240
Query 209
Shjct 299
Query 269
Sbhjct 359

Sumber

Link

MITFDDLKIQTVEDQPDEKSHGKERAKGLOFLY SEWRCLARATLGVLCLGLVVT IMVLGMOL
M FDD E++ V QPD+ES GEK KGL L 5 WWC AL TL +LCL L VI++V (L
MRFDD-KMEFVNGQPDOKSCGKKPKGLHLLS STWRCPAAVT LATL.CLVLSVTLIVRQT QL

SGVSDLLTQEQANLTHQKEKLEGQI SARQQAFEASQE SENELKEMIETLARKLNEKSKED
GVSDLL § GANLT {  LEGQ+SA+++LE ASQES+ ELKE I+TL KLNEKSKEQ
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EL QN NLG
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E L+R AN 5 ECPQDW
(QHAEKYSEESQRELKEQT DTLSWKLNEKSKEQEELLGONGNLGEALGRARNSSEECELDN

IWHGENCYLFSSGSFNWEKSQEKCLSLDAKLLEINSTADLDFIQQAI SYSSFPFRMGLSR
IWH ENCYLF G FNWEKS+E CLSLDA+LL+I++T DL+F+ QAR 5+3+ FFWMGL R
IWHKENCYLF-HGFFNWEKSRENCLSLDAQLLOISTTDDINEFVLOAT SHSTSPFWMGLHR

RHESYFWLWEDGSFLMPHLFRVRGAVSQTYPSGICAY IQRGAVYRENCILARFSTICORER
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NL 270

NL
NL 340

- NCBI

. http://blast.ncbi.nim.nih.gov/Blast.cgi
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Lampiran 13. Rancangan Acak Kelompok

Adapun prosedur pengambilan sampel menggunakan Rancangan Acak Kelompok
(RAK) sebagai berikut: dari jumlah 28 tekor tikus ini dilakukan sistem lotree, sebanyak 2
kali. Lotree pertama menentukan kelompok yang akan diambil terlebih dahulu, sedangkan

lotree ke dua untuk mengelompokkan tikus.

Tabel 5.5 Randomisasi Acak Kelompok

Kelompok Nomor Urut Tikus Pengelompokan
Kn 18 KnC
6 Kn A
10 Kn B
22 Kn D
Kp 5 Kp A
20 KpC
9 Kp B
28 KpD
P1 1 P1LA
17 P1D
4 P1C
2 P1B
P2 27 P2 D
21 P2C
3 P2 A
7 P2 B
P3 19 P3D
11 P3B
8 P3 A
13 P3C
P4 12 P4 A
15 P4 B
24 P4 D
23 P4 C
P5 14 P5 A
16 P5B
25 P5D

22 PS5 C




Lampiran 14. Data Asupan Pakan Tikus
Tabel 5.7 Data Asupan Pakan Tikus Bulan Maret 2014 (Tanggal 15-31 Maret 2014)

Kelompok Sampel Jumlah asupan pakan per hari (gram)

(tikus) 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31
Kn A 13 14 14 3 12 9 12 15 14 13 14 15 14 14 14 14 16 9
B 16 17 15 18 14 11 16 18 11 15 17 20 18 15 17 18 16 15
C 10 10 8 12 9 8 13 20 18 12 17 17 17 15 27 17 17 19
D 13 9 14 15 9 10 12 13 12 13 15 17 13 13 17 13 16 15
Kp A 1 6 17 14 5 8 11 12 13 12 14 14 13 13 9 14 9 14
B T 13 13 4 AU 15 15 14 16 18 19 15 13 18 13 13 19 15
C 10 13 13 9 9 9 14 15 15 13 14 16 12 13 14 17 14 9
D 17 26 16 16 25 7 6 16 12 16 17 15 17 15 6 16 20 14
P1 A 19 17 17 12 13 30 21 19 14 22 14 20 14 16 8 14 11 9
B 6 14 16 15 19 13 11 17 18 12 15 17 12 18 6 21 14 15
C 12 13 13 13 10 11 17 14 15 23 11 13 13 13 7 13 12 8
D 13 13 11 13 11 16 17 2 19 18 15 16 15 18 14 15 15 16
P2 A 14 15 14 11 12 17 15 13 16 18 19 15 14 18 7 18 13 6
B 9 o0 14 11 7 12 17 15 17 18 19 15 13 16 10 13 18 9
C 14 15 14 11 10 12 17 16 17 14 15 16 14 15 10 14 18 9
D 15 15 16 13 12 12 16 21 18 18 19 15 12 14 6 12 14 11
P3 A 15 15 14 16 12 15 19 24 18 24 15 16 13 16 7 16 14 6
B 19 18 22 20 19 16 23 21 18 23 20 16 13 10 10 13 15 16
C 15 15 17 14 10 15 19 19 17 17 16 16 13 14 10 13 13 9
D 15 13 14 14 14 15 18 18 15 17 16 19 12 10 8 12 18 9
P4 A 6 16 14 14 11 12 15 17 12 12 12 11 10 9 1 10 12 15
B N i1 0 127N 24 25 29 29 27 28 27 18 25 11 18 21 16
C 10 8 19 17 19 12 21 28 27 22 19 24 18 20 10 18 18 8
D 16 14 14 10 12 8 19 20 17 16 16 17 16 17 6 19 18 17
P5 A 13 14 14 13 8 10 16 13 8 10 10 13 11 9 11 11 23 17
B 14 16 15 14 13 10 16 20 16 17 16 16 17 11 30 17 15 9
C 13 14 1 12 9 12 15 16 15 13 13 14 12 12 5 12 18 10
D BN 17 012 14, oL, 18 T G L LR o ¢ 1700 130 7 21 25 14




Tabel 5.8 Data Asupan Pakan Tikus Bulan April 2014 (Tanggal 1 - 30 April 2014)

Kelompok Sampel

Jumlah asupan pakan per hari (gram)

(tkus) '3 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30
Kn A 4 3 6 6 6 7 3 13 7 5 12 9 15 17 14 14 12 14 16 14 20 13 14 16 15 14 16 16 19 14
B 10 12 9 11 12 12 13 14 15 4 3 14 15 21 19 20 13 24 15 19 12 21 17 19 22 14 15 19 20 11
C 3 7 8 10 9 14 15 9 14 6 11 10 12 20 13 18 14 15 16 19 16 18 22 19 18 15 17 19 20 13
D 7 7 6 7 7 7 8 13 13 7 6 17 16 18 14 13 13 14 14 15 14 13 16 16 17 11 14 15 17 14
Kp A 17 3 15 12 12 12 16 7 8 12 2 9 6 6 7 7 6 8 9 7 4 7 8 5 6 7 7 5 4 4
B 10 20 22 20 20 20 16 11 13 13 6 5 6 5 6 8 10 10 8 5 8 7 7 5 8 7 7 7 7 5
C 8 10 12 8 10 10 9 10 13 8 4 12 3 7 6 5 7 1 9 8 8 9 3 9 7 5 2 6 6 6
D 8 11 20 15 9 9 9 12 9 12 6 6 9 6 11 7 11 8 11 6 7 8 6 6 7 9 7 6 13 8
P1 A 6 2 6 16 11 11 5 11 11 10 4 7 3 6 7 6 5 5 8 6 6 6 7 8 6 7 4 4 4 9
B 13 11 15 15 15 15 7 7 2 14 11 5 2 7 11 11 8 9 8 7 9 15 9 9 7 9 6 7 13 10
C 6 5 5 10 10 10 6 8 6 14 7 6 8 7 1 9 7 6 6 5 5 6 7 7 8 6 5 4 7 7
D 6 5 11 13 13 13 6 10 14 14 7 8 2 2 6 7 10 5 7 6 9 10 3 7 8 10 8 6 7 6
P2 A 9 11 8 15 11 11 9 13 10 14 8 7 7 9 10 7 9 2 7 4 8 9 5 7 5 6 6 6 13 4
B 9 2 12 13 12 12 3 8 10 12 10 9 9 9 107 9 2 7 4 8 9 5 7 5 6 6 6 13 4
C 9 3 9 159 9 4 10 11 13 4 5 5 7 8 6 9 4 10 2 8 8 5 9 5 6 5 6 7 7
D 9 5 12 6 12 12 4 6 15 13 6 9 9 6 9 7 7 7 9 6 9 13 6 10 7 8 7 13 7 10
P3 A 6 105 11 7 11 6 13 15 12 7 8 5 5 9 6 9 5 10 8 6 7 6 9 5 11 8 5 4 8
B 9 11 4 4 4 8 6 8 8 13 3 9 5 7 8 8 6 4 8 4 4 3 1 9 7 108 6 5 7
C 6 5 8 12 12 12 2 11 7 14 7 12 5 7 3 5 5 6 12 9 6 8 7 5 7 9 7 6 5 10
D 8 3 8 17 8 8 105 16 9 9 6 8 7 6 6 8 6 10 7 7 10 6 5 4 9 6 6 5 7
P4 A 7 8 10 17 8 8 5 8 5 105 8 6 8 106 5 5 7 7 7 8 6 5 8 5 7 5 5 6
B 17 11 16 14 14 14 15 10 16 9 10 12 12 2 5 11 8 8 6 8 9 7 6 12 9 12 6 9 10 9
C 5 108 18 10 8 8 11 8 15 10 22 6 9 8 6 7 5 8 9 9 12 3 6 6 9 10 6 4 8
D 6 6 13 15 6 6 6 11 8 13 8 5 4 5 30 3 9 3 6 6 9 5 5 7 5 6 7 6 5 8
P5 A 1 13 10 19 10 8 4 7 12 5 7 5 9 2 3 8 9 7 8 7 8 8 4 4 7 6 4 8 3 5
B 5 12 12 14 12 125 8 7 10 7 6 7 7 5 7 8 4 9 3 117 2 5 3 2 1 2 1 5
C 9 1025 9 9 9 2 8 158 8 7 7 4 5 8 8 7 102 9 9 5 8 3 4 8 5 8 8
D 7 12 11 12 12 12 6 4 5 13 9 11 8 5 9 5 10 4 12 9 9 9 6 107 9 7 7 7 7




Tabel 5.9 Data Asupan Pakan Tikus Bulan Mei 2014 (Tanggal 1 - 23 Mei 2014)

Kelompok Sampel

Jumlah asupan pakan per hari (gram)

1

23
16
19
18
14

22
19
15
17
20

21

20
16
20
20
13

19
14
15
18
15

18
17
20
24
17

17
18
18
19
17

16
19
20
20
15

15
20
19
17
15

14
18
18
16
19

13
16
20
18
11

12
14
20
20
16

11
16
20
18
15

10
12
14
15
15

(tikus)

14
14
19
16

17
20
18
17

14
20
20
13

14
18
20
14

17
12
14
15

16
17
20
11

16
20
20
13

18
20
20
17

16
20
20
13
15

13
20
19
15

Kn

Kp

10
11
12
11
12

10

10
10

11

10

10

10

P1

11

10

10

12
16
10

10

11
10
10

12

11

10

P2

11

11
11

11
10

10

12

10

10

10

10

15

15

P3

10

10

10

11

10

12

10
11
11

10

P4

10

10
10

10

10

11

11

11

11

PS5

11

11




Tabel 5.10 Data Rerata Asupan Pakan Tikus Setiap Minggu

Kelompok Sampel

Rerata asupan pakan tikus per minggu (gram)

Total rerata/hari (gram)

(tikus) Minggu aklimatisasi Minggu Perlakuan Minggu Minggu
1 2 1 2 3 4 5 6 7 8 Aklimatisasi Perlakuan
Kn A 11.0 14.1 9.4 6.7 13.3 15.3 16.0 15.1 17.4 158 12.6 13.6
B 15.3 16.3 13.9 11.6 15.0 18.1 18.6 17.3 19.3 16.6 15.8 16.3
C 10.0 16.6 14.0 11.0 14.0 17.9 18.7 17.9 19.1 184 133 16.4
D 11.7 13.7 11.6 8.9 13.9 14.6 14.9 14.3 15.7 156 12.7 13.7
Kp A 10.3 13.0 11.6 11.3 6.1 6.9 5.7 5.9 5.3 6.6 11.6 7.4
B 13.1 16.1 16.0 16.1 6.6 7.1 6.9 7.0 5.9 6.6 14.6 9.0
C 11.0 14.0 12.0 9.7 6.3 8.1 5.6 6.6 5.7 7.6 125 7.7
D 17.6 15.4 13.6 10.7 8.0 7.4 8.1 7.1 6.9 8.8 165 8.8
P1 A 18.4 17.0 8.0 10.7 5.4 6.6 6.6 6.3 6.1 6.8 17.7 7.1
B 14.9 15.6 13.6 10.7 7.9 9.4 8.3 7.4 5.9 94 152 9.1
C 12.6 14.6 8.0 9.1 7.9 6.0 5.1 5.0 5.4 7.0 136 6.7
D 13.4 17.6 11.7 11.9 6.0 6.7 7.0 7.4 7.1 7.2 155 8.1
P2 A 14.0 16.1 10.3 11.9 8.1 6.0 8.0 8.3 7.0 7.8 151 8.4
B 10.0 16.1 10.4 10.0 9.0 6.0 6.6 5.3 6.1 86 131 7.8
C 13.3 15.3 10.3 10.1 6.3 6.6 6.3 7.7 7.1 82 143 7.8
D 14.1 16.7 9.9 9.7 7.6 8.6 8.7 9.1 7.6 84 154 8.7
P3 A 15.1 18.0 9.1 10.7 7.0 7.3 6.6 5.7 7.0 104 16.6 8.0
B 19.4 17.3 11.1 7.3 6.6 4.7 6.1 6.3 6.3 9.0 184 7.2
C 15.0 16.0 9.1 10.0 6.3 7.6 6.6 6.1 5.1 7.6 155 7.3
D 14.7 15.3 9.4 10.4 7.1 7.3 6.4 7.6 6.7 6.6 15.0 7.7
P4 A 14.0 11.9 10.4 8.7 6.9 6.4 5.3 5.3 6.1 48 129 6.7
B 15.3 26.1 15.7 13.1 8.6 8.0 8.9 8.1 5.4 8.4 207 9.5
C 15.1 22.6 11.0 11.1 9.7 7.4 6.1 7.3 7.1 8.6 189 8.6
D 13.3 17.0 12.1 9.3 9.1 5.9 5.7 6.9 5.0 74 151 7.7
P5 A 12.6 10.6 12.3 9.3 6.1 6.6 5.7 4.7 4.7 50 116 6.8
B 14.0 16.1 14.3 9.7 6.7 5.9 4.4 7.4 5.6 6.8 151 7.6
C 12.1 13.6 12.7 8.6 6.7 7.1 6.0 6.4 5.0 72 129 7.5
D 15.1 14.7 13.9 9.1 8.1 8.4 7.0 0.0 0.0 0.0 149 5.8
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Lampiran 15. Hasil Analisis Data Asupan Pakan Tikus

Tabel 5.11 Uji Normalitas Data Asupan Pakan Tikus Semua Kelompok

Tests of Normality

156

Kolmogorov-Smirnov® Shapiro-Wilk

Kelompok Statistic df Sig. Statistic df Sig.
Asupan Pakan Kn .307 4 729 4 .024
Tikus Kp 283 4 863 4 272
P1 .283 4 .863 4 272
P2 441 4 .630 4 .001
P3 .307 4 729 4 .024
P4 151 4 .993 4 972
P5 .250 4 .945 4 .683

a. Lilliefors Significance Correction

Tabel 5.12 Uji Kruskal Wallis Data Asupan Pakan Tikus Semua Kelompok

Test Statistics®”

Asupan Pakan Tikus

Chi-Square
df
Asymp. Sig.

15.408
6

.017

a. Kruskal Wallis Test

b. Grouping Variable: Kelompok

Tabel 5.13 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara

Kelompok K, dan K,

Test Statistics®

Asupan Pakan Tikus

Mann-Whitney U
Wilcoxon W
z

Asymp. Sig. (2-tailed)
Exact Sig. [2*(1-tailed Sig.)] .029%

.000
10.000
-2.352
.019

a. Not corrected for ties.

b. Grouping Variable: Kelompok




Tabel 5.14 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara
Kelompok K, dan P,

Test Statistics®

Asupan Pakan Tikus

Mann-Whitney U

Wilcoxon W

z

Asymp. Sig. (2-tailed)
Exact Sig. [2*(1-tailed Sig.)]

.000
10.000
-2.352
.019
.029°

a. Not corrected for ties.

b. Grouping Variable: Kelompok

Tabel 5.15 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara
Kelompok K, dan P,

Test Statistics®

Asupan Pakan Tikus

Mann-Whitney U

Wilcoxon W

VA

Asymp. Sig. (2-tailed)
Exact Sig. [2*(1-tailed Sig.)]

.000
10.000
-2.397
.017

.029°

a. Not corrected for ties.

b. Grouping Variable: Kelompok

Tabel 5.16 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara
Kelompok K, dan P3

Test Statistics®

Asupan Pakan Tikus
Mann-Whitney U .000
Wilcoxon W 10.000
z -2.366
Asymp. Sig. (2-tailed) .018
Exact Sig. [2*(1-tailed Sig.)] .029°

a. Not corrected for ties.

b. Grouping Variable: Kelompok
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Tabel 5.17 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara
Kelompok K, dan P4
Test Statistics”

Asupan Pakan Tikus
Mann-Whitney U .000
Wilcoxon W 10.000
z -2.337
Asymp. Sig. (2-tailed) .019
Exact Sig. [2*(1-tailed Sig.)] .029°

a. Not corrected for ties.
b. Grouping Variable: Kelompok

Tabel 5.18 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara
Kelompok K, dan Ps
Test Statistics”

Asupan Pakan Tikus

Mann-Whitney U

Wilcoxon W

z

Asymp. Sig. (2-tailed)
Exact Sig. [2*(1-tailed Sig.)]

.000
10.000
-2.352
.019

.029°

a. Not corrected for ties.

b. Grouping Variable: Kelompok

Tabel 5.19 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara
Kelompok K, dan P,

Test Statistics”

Asupan Pakan

Tikus
Mann-Whitney U 5.500]
Wilcoxon W 15.500
z -.764
Asymp. Sig. (2-tailed) 445
Exact Sig. [2*(1-tailed Sig.)] .486°

a. Not corrected for ties.

b. Grouping Variable: Kelompok

Tabel 5.20 Uji Post Hoc Mann Whitnhey Data Asupan Pakan Tikus antara
Kelompok K, dan P,
Test Statistics”

Asupan Pakan
Tikus

Mann-Whitney U
Wilcoxon W
Z

7.500
17.500
-.158
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Asymp. Sig. (2-tailed)

.874
Exact Sig. [2*(1-tailed Sig.)]

.886°

Tabel 5.21 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara
Kelompok K, dan P3
Test Statistics”

Asupan Pakan
Tikus
Mann-Whitney U 4.000
Wilcoxon W 14.000
z -1.222
Asymp. Sig. (2-tailed) .222
Exact Sig. [2*(1-tailed Sig.)] .343%

a. Not corrected for ties.
b. Grouping Variable: Kelompok

Tabel 5.22 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara
Kelompok K, dan P4

Test Statistics”

Asupan Pakan
Tikus
Mann-Whitney U 7.000}
Wilcoxon W 17.000
z -.300]
Asymp. Sig. (2-tailed) .765
Exact Sig. [2*(1-tailed Sig.)] .886%

a. Not corrected for ties.
b. Grouping Variable: Kelompok

Tabel 5.23 Uji Post Hoc Mann Whitney Data Asupan Pakan Tikus antara
Kelompok K, dan Ps

Test Statistics”

Asupan Pakan

Tikus
Mann-Whitney U 2.500
Wilcoxon W 8.500
z -1.310
Asymp. Sig. (2-tailed) .190
Exact Sig. [2*(1-tailed Sig.)] .229°

a. Not corrected for ties.

b. Grouping Variable: Kelompok
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Lampiran 16. Data Berat Badan Tikus
Tabel 5.25 Data Berat Badan Tikus

Kelompok Kode Rerata Berat Badan Tikus Kenaikan
tikus Berat Minggu Aklimatisasi Minggu Perlakuan Berat Badan
awal 1 2 1 2 3 4 5 6 7 8
Kn A 154 156 158 154 150 153 155 161 169 172 175 21
B 146 148 148 148 145 152 166 179 193 195 198 52
c 148 150 152 151 150 148 155 168 177 180 184 36
D 142 142 143 137 133 136 138 145 141 144 146 4
Kp A 158 159 160 162 166 166 168 165 171 176 179 21
B 125 125 126 127 131 130 128 125 128 131 132 7
C 134 135 135 131 132 128 131 134 136 139 145 11
D 158 159 160 157 153 152 160 162 167 171 176 18
P1 A 145 146 147 140 136 133 140 141 148 151 155 10
B 125 126 126 127 123 136 153 158 163 166 168 43
Cc 159 160 160 160 162 159 163 161 159 162 167 8
D 157 158 159 159 165 169 162 163 166 169 175 18
P2 A 124 125 125 130 135 149 155 166 166 168 170 46
B 154 155 155 156 167 165 162 162 157 160 164 10
C 151 152 152 147 150 151 152 156 151 154 158 7
D 132 133 133 133 135 128 140 155 157 160 162 30
P3 A 160 161 161 160 159 160 167 168 170 172 174 14
B 141 142 142 142 143 141 151 152 148 150 152 11
C 134 135 136 136 136 145 138 145 142 146 147 13
D 160 160 161 161 161 164 171 171 171 173 176 16
P4 A 126 127 128 128 125 136 139 143 143 145 148 22
B 124 125 126 127 130 132 133 138 139 142 145 21
Cc 148 149 150 153 157 152 158 161 165 168 172 24
D 121 122 123 123 125 130 134 136 139 144 147 26
P5 A 136 137 137 139 141 139 141 142 143 146 149 13
B 136 136 137 142 143 147 152 154 160 161 164 23
C 126 126 127 127 130 133 138 140 144 147 149 28
D 121 121 122 126 126 130 131 120 - - - -

85l



159

Lampiran 17. Hasil Analisis Data Kenaikan Berat Badan Tikus

Tabel 5.26 Uji Normalitas Data Kenaikan Berat Badan Tikus Semua

Kelompok Penelitian
Tests of Normality

Kelompok .Kc.)lmogorov-Smirnova. __ Shapiro-Wilk :
Statistic df Sig. Statistic df Sig.
Kn .147 4 .996 4 .984
Kp 221 4 .948 4 .702
P1 .293 4 .830 4 .167
Kenaikan_ BB P2 .266 4 .905 4 .458
P3 .155 4 .998 4 .995
P4 .214 4 .963 4 .798
P5 .298 4 .849 4 .224

a. Lilliefors Significance Correction

Tabel 5.27 Uji Varians Data Kenaikan Berat Badan Tikus Semua Kelompok

Test of Homogeneity of Variances
Kenaikan BB

Levene
Statistic

4.383 6

dfl df2 Sig.

21 .005

Tabel 5.28 Uji Kruskal Wallis Data Kenaikan Berat Badan Tikus Semua
Kelompok

Test Statistics®”

Kenaikan BB
Chi-Square 4.494
df 6
Asymp. Sig. .610

a. Kruskal Wallis Test

b. Grouping Variable: Kelompok
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Lampiran 18. Data Hasil Optical Density (OD) Larutan Standar

Pengukuran optical density atau absorbansi dari larutan standar dengan
beberapa konsentrasi dilakukan sebanyak dua kali (duplo), dengan tujuan untuk
mendapatkan persamaan regresi dengan nilai R? yang baik, yaitu mendekati satu
(R*=1). Berikut adalah hasil OD larutan standar:

Tabel 5.29 Hasil Optical Density Larutan Standar

Standar No. Konsentrasi (pg/ml) OD Ujil1 OD Uji2 Rerata OD

1 0 0.08 0.102 0.091
2 5 0.134 0.129 0.1315
3 10 0.153 0.178 0.1655
4 20 0.253 0.258 0.2555
5 40 0.429 0.404 0.4165
6 80 0.761 0.711 0.736
7 160 1.286 1.202 1.244

Dari kedua hasil OD diatas maka dibuat kurva standar untuk

mendapatkan persamaan regresi dan nilai R?,



Lampiran 19. Data Hasil Optical Density (OD) dan Kadar 1gG anti-LOX-1

Tabel 5.30. Hasil OD dan Kadar IgG anti-LOX-1

Kelompok Sampel

Kn

Kp

P1

P2

P3

P4

PS5

A

OO0 ®m>» O0O0®T>»O0O0O>»00O>»00O0T>»00O®>»0O0O0®

oD
0.573
0.584
0.596
0.523
0.618
0.589
0.585
0.526
0.541
0.591
0.601
0.617
0.559
0.579
0.616
0.607
0.559
0.591
0.629
0.64
0.686
0.62
0.573
0.656
0.617
0.676
0.689
0.702

Kadar antibodi
66.71429
68.28571
70
59.57143
73.14286
69
68.42857
60
62.14286
69.28571
70.71429
73
64.71429
67.57143
72.85714
71.57143
64.71429
69.28571
74.71429
76.28571
82.85714
73.42857
66.71429
78.57143
73
81.42857
83.28571
85.14286

Rerata / kelompok
66.14+4.58

67.64+5.51

68.79+4.69

69.18+3.73

71.25+5.29

75.4+6.95

80.71+5.36
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Lampiran 20. Analisis Data Kadar 1gG anti-LOX-1

Tabel 5.31 Uji Normalitas Data Kadar IgG Anti-LOX-1 Serum Tikus Semua

Kelompok Penelitian
Tests of Normality

Kelompok Kolmogorov-Smirnov? Shapiro-Wilk
Statistic df Sig. Statistic df Sig.

Kn .300 4 .876 4 .323

Kp .307 4 914 4 .506

P1 .292 4 .900 4 432
Kadar antibodi P2 .239 4 .939 4 .646

P3 .244 4 .934 4 .620

P4 176 4 .985 4 .930

P5 .303 4 .868 4 .292

a. Lilliefors Significance Correction

Descriptives

[ Kelompok Statistic | Std. Error
Mean 66.1429 2.29092
95% Confidence Interval for ~Lower Bound 58.8521
Mean Upper Bound 73.4336
5% Trimmed Mean 66.2937
Median 67.5000
Variance 20.993
Kn Std. Deviation 4.58183
Minimum 59.57
Maximum 70.00
Range 10.43
Interquartile Range 8.21
_— Skewness -1.500 1.014
Kadar antibod; Kurtosis 2.439 2,619
Mean 67.6429 2.75564
95% Confidence Interval for ~Lower Bound 58.8732
Mean Upper Bound 76.4125
5% Trimmed Mean 67.7619
Median 68.7143
Kp Variance 30.374
Std. Deviation 5.51127
Minimum 60.00
Maximum 73.14
Range 13.14
Interquartile Range 10.00




P1

P2

P3

P4

Skewness
Kurtosis
Mean

95% Confidence Interval for Lower Bound
Mean Upper Bound

5% Trimmed Mean
Median

Variance

Std. Deviation
Minimum
Maximum

Range

Interquartile Range
Skewness

Kurtosis

Mean

95% Confidence Interval for Lower Bound
Mean Upper Bound

5% Trimmed Mean
Median

Variance

Std. Deviation
Minimum
Maximum

Range
Interquartile Range

Skewness
Kurtosis
Mean

95% Confidence Interval for ~Lower Bound
Mean Upper Bound

5% Trimmed Mean
Median

Variance

Std. Deviation
Minimum
Maximum

Range

Interquartile Range
Skewness

Kurtosis

Mean

95% Confidence Interval for Lower Bound

-1.103
2.148
68.7857

61.3303
76.2411
68.9206
70.0000
21.952
4.68534
62.14
73.00
10.86

8.50

-1.368
2.247
69.1786

63.2411
75.1161
69.2222
69.5714
13.923
3.73142
64.71
72.86
8.14

7.11

-.380
-2.844
71.2500

62.8334
79.6666
71.3333
72.0000
27.978
5.28941
64.71
76.29
11.57

10.04

-.529
-2.315
75.3929

64.3305
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1.014
2.619
2.34267

1.014
2.619
1.86571

1.014
2.619
2.64471

1.014
2.619
3.47605




Mean

5% Trimmed Mean
Median

Variance

Std. Deviation
Minimum
Maximum

Range
Interquartile Range

Skewness
Kurtosis
Mean

95% Confidence Interval for

Mean

5% Trimmed Mean
Median
Variance
P5 Std. Deviation
Minimum
Maximum
Range
Interquartile Range

Skewness
Kurtosis

Upper Bound

Lower Bound

Upper Bound

86.4552
75.4603
76.0000
48.332
6.95210
66.71
82.86
16.14

13.39

-.423
-.809
80.7143

72.1826
89.2460
80.8968
82.3571
28.748
5.36174
73.00
85.14
12.14

9.57

-1.535
2.512
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1.014
2.619
2.68087

1.014
2.619

Tabel 5.32 Uji Varians Data Kadar IgG anti-LOX-1 Serum
Kelompok Penelitian

Test of Homogeneity of Variance

Tikus Semua

Levene Statistic dfl df2 Sig.
Based on Mean .336 6 21 910
Based on Median .280 6 21 .940
Kadar antibodi Based on Median and with 280 6 17.051 938
adjusted df
Based on trimmed mean .332 6 21 .912

Tabel 5.33 Uji One Way ANOVA Data Kadar 1gG anti-LOX-1 Serum Tikus
Semua Kelompok Penelitian

ANOVA
Kadar antibodi
Sum of Squares df Mean Square F Sig.
Between Groups 624.703 6 104.117 3.790 .010
Within Groups 576.903 21 27.472
Total 1201.606 27
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Tabel 5.34 Uji Post-hoc Tuckey HSD Data Kadar IgG anti-LOX-1 Serum
Tikus Semua Kelompok Penelitian

Multiple Comparisons

Dependent Variable: Kadar antibodi

Tukey HSD
() Kelompok  (J) Kelompok Mean Std. Error Sig. 95% Confidence Interval
Difference (I-J) Lower Bound | Upper Bound
Kp -1.50000 3.70618 1.000 -13.5480 10.5480
P1 -2.64286 3.70618 .990 -14.6909 9.4051
K P2 -3.03571 3.70618 .980 -15.0837 9.0123
: P3 -5.10714 3.70618 .807 -17.1551 6.9409
P4 -9.25000 3.70618 211 -21.2980 2.7980
P5 -14.57143 3.70618 .011 -26.6194 -2.5234
Kn 1.50000 3.70618 1.000 -10.5480 13.5480
P1 -1.14286 3.70618 1.000 -13.1909 10.9051
Kp P2 -1.53571 3.70618 1.000 -13.5837 10.5123
P3 -3.60714 3.70618 .954 -15.6551 8.4409
P4 -7.75000 3.70618 .393 -19.7980 4.2980
P5 -13.07143" 3.70618 .028 -25.1194 -1.0234
Kn 2.64286 3.70618 .990 -9.4051 14.6909
Kp 1.14286 3.70618 1.000 -10.9051 13.1909
P1 P2 -.39286 3.70618 1.000 -12.4409 11.6551
P3 -2.46429 3.70618 .993 -14.5123 9.5837
P4 -6.60714 3.70618 573 -18.6551 5.4409
P5 -11.92857 3.70618 .053 -23.9766 1194
Kn 3.03571 3.70618 .980 -9.0123 15.0837
Kp 1.53571 3.70618 1.000 -10.5123 13.5837
P2 P1 .39286 3.70618 1.000 -11.6551 12.4409
P3 -2.07143 3.70618 .997 -14.1194 9.9766
P4 -6.21429 3.70618 .638 -18.2623 5.8337
P5 -11.53571 3.70618 .066 -23.5837 5123
Kn 5.10714 3.70618 .807 -6.9409 17.1551
Kp 3.60714 3.70618 .954 -8.4409 15.6551
P3 P1 2.46429 3.70618 .993 -9.5837 14.5123
P2 2.07143 3.70618 .997 -9.9766 14.1194
P4 -4.14286 3.70618 .916 -16.1909 7.9051
P5 -9.46429 3.70618 191 -21.5123 2.5837
Kn 9.25000 3.70618 211 -2.7980 21.2980
Kp 7.75000 3.70618 .393 -4.2980 19.7980
P4 P1 6.60714 3.70618 573 -5.4409 18.6551
P2 6.21429 3.70618 .638 -5.8337 18.2623
P3 4.14286 3.70618 916 -7.9051 16.1909
P5 -5.32143 3.70618 777 -17.3694 6.7266
Kn 1457143 3.70618 .011 2.5234 26.6194
Kp 13.07143 3.70618 .028 1.0234 25.1194
P P1 11.92857 3.70618 .053 -.1194 23.9766
P2 11.53571 3.70618 .066 -.5123 23.5837
P3 9.46429 3.70618 191 -2.5837 21.5123
P4 5.32143 3.70618 777 -6.7266 17.3694

*. The mean difference is significant at the 0.05 level.




Tabel 5.36 Uji Kolerasi Dosis dan Kadar Antibodi

Correlations

Dosis (ug/ul)

Kadar antibodi

(pg/mi)
Pearson Correlation 1 463
Dosis (ug/ul) Sig. (2-tailed) .071
N 16 16
Pearson Correlation 463 1
Kadar antibodi (pg/ml) Sig. (2-tailed) .071
N 16 16
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Lampiran 21. Dokumentasi Penelitian

Pemeliharaan dan Perawatan Hewan Coba

Gambar 1. Penggantian Sekam dan Gambar 2. Penimbanga Berat
Pemberian Pakan Tikus Badan Tikus

Preparasi dan Penyuntikan Vaksin

Gambar 4. Preparasi Vaksin

Gambar 3. Pembuatan Larutan Stok
Protein LOX-1
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Gambar 5. Homogenasi Vaksin Gambar 6. Penyuntikan Vaksin

Pembuatan Pakan Tikus
vy

Gambar 7. Pencampuran Bahan Gambar 8. I5enambahan Minyak dan
Kering (Kecuali Gelatin) Air

-R L ‘f-j
S ———

Gambar 9. Pemanasan Corvet dan Gambar 10. Pengadukan ad
Gelatin (untuk diet aterogenik) homogen
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Gambar 11. Penuangan adonan Gambar 12. Pakan diet aterogenik
pada Loyang untuk dimasukkan ke (kiri) dan diet normal (kanan)
freezer

Gambar 5.13 Pembedahan dan
Pengambilan Spesimen Darah dari (Sebelum di sentrifugasi)
Jantung

Gambar 14. Spesimen Darah

Preparasi Sampel
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Gambar 15. Sentrifugasi Sampel Gambar 16. Spesimen Darah
Darah (Setelah disentrifugasi)

Gambar 17. Pemasukkan Serum Gambar 18. Serum Tikus
(Supernatan) kedalam Microtube

Pengukuran OD larutan standar dan sampel

Gambar 19. Pemasukkan larutan Gambar 20. Pemasukan stop
standar dan sampel pada well solution pada well
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2

Gambar 21. Perubahan warna akibat Gambar 22. Pengukuran OD
pemberian stop solution menggunakan ELISA reader
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Lampiran 22. Pernyataan Keaslian Tulisan

PERNYATAAN KEASLIAN TULISAN

Saya yang bertanda tangan di bawah ini:

Peneliti : Oktavia Rahayu Adianingsih
NIM : 105070500111029
Judul : Pengaruh Pemberian Protein Lectin-like Oxidized LDL

Receptor 1 terhadap Kadar Imunoglobulin Anti-LOX-1
pada Rattus norvegicus Wistar dengan Diet Aterogenik
Unit / Lembaga :Program Studi Farmasi, Fakultas Kedokteran Universitas
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Lampiran 23. Keterangan Laik Etik
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