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Symbol 55 94=3 F K MES T2 AYZE 9]E2 Gene Groupe] BAHET. &, Y43 FHE= EE Gene Symbol
& HGNC Official Symbol& A}-&3fedof dhr}.

[‘Eolr

» Edit Button: Gene Group A 32 Group Name ListViewol| A Je

Z23A AE3 Groupol S=% Gene SymbolES A3 4 dvt (= 6 F=x). Eﬁﬁ}*}x}«l shete] 9 ‘]5& Gene
Symbol S | A AU "Hi—f Gene Symbol & &3 ¢ 0K HES Y34
SymbolEe] TEEA ¥},

» Delete Button: Gene Group ﬂﬂ f3dAke] Group Name ListViewoll Al 92]9] Gene Groups €3 %
Delete HES S A4 &<l Eﬂﬁrﬂx}ﬂ A, AdE gsidAted A ok MES S9std 3l Group
o] AtAlEtt. ol AAE Group HE 4 ot

® Genome Browser ™|+

Genome BrowserZ &%3dl7] 93 wlo|t}. Genome BrowserE &Z3}l7] Aol AFEA7) A3l BAM o] &=
=xof glojok &k, File "lirs ARESH] BN stds 4= = vk, #4074 3 WMol JuE ¥dshs VCF
g2 Mealgdon d8d 4 9oy, VCF Fdo] = B Ads ¥o] dr #4 AnE d& F Ao

(Genome Browser wl7w< #x).

(2) Control Panel

Control Panel-> BAM/VCF 3l EAS- 913t dojg A8 gdz2ZH 5719 dgdoz FAFAN (= 7 IFF). 57 94
oo 7 5L < 29 2,

HS 44 715
@D [Reference build Combo Box

=3
o
o
e
>
e
.
)

_11_



[0068]

[0069]

[0070]

[0071]

[0072]

[0073]

[0074]

[0075]

[0076]

[0077]

ZIHS3d 10-2024-0021402

@ | dbSNP Version Combo Box dbSNP W d A€

@ |Phenotype/Gene Group Combo Box FEA3}a12F 3= Phenotype X Gene
Group A€

@ |Search Button ’1€1%t Phenotype = Gene_Groupel 3%
3= Gene Set F&

® | Summary Button Ae3 Phenotype ¥ Gene_Groupdl 3%
5}7‘_; Gene SetolAl AEH Wolo] 2°F AR
=

(D Reference build Combo BoxReference build Combo Boxi= #41o| I Q3+ Reference sequence WS Aelsl
7] 913} ARE3IT}. E Browsero| Al Reference sequence WS ZA Human hg 199} Human hg_38S A&t
T St

@ dbSNP Version Combo Box

dbSNP Version Combo Boxi 4l HQ3dk dbSNP WHAS A€ty fsle] AFE-3dtt). dbSNP WAL A =3
Reference sequenceo] Wz} A|&3l= vBlHo] thEt}., Reference sequenceo]| wa} XEl 7153k dbSNP Bl H-&

<3 3>} A},

* 3
Reference sequence dbSNP_ B A
Human hg_19 SNP_138, SNP_141, SNP_142, SNP_144, SNP_146,
SNP_147, SNP_150, SNP_151
Human hg_38 SNP_141, SNP_142, SNP_144, SNP_146, SNP_147, SNP_150, SNP_151

@ Phenotype/Gene_GroupPhenotype/Gene_Group %2 AF8-A7} £43}314} 3} Phenotype H+i= Gene_Groups

AH/AA8st7] fl8te] AREETh. Phenotype® A5-, HA oY JI9=E (FE)EsH As9A (word

completion) 71%5el ¢J3te] HPO dHlo|Hu|o]~E 7]Hto =

phenotypes Aglgt 4= Q). H3F Gene_Groupd] A%, 7
©

=
(word completion) 715l ¢Jdle] 5= Gene_Group el

#4 phenotype list7} E#HHH, o] F sl
A O/de] Gene_Group™@ S (F-2)Y=H3A A5

of, 4

A

l

Fo] Abgek 4 9l
@ Search Button

Search WE-2 Phenotype/Gene_Group 3 HolA 3= /d9 gk Phenotypedt ¥ H Gene set (HPOo| = Gene
set2®2 s5¥ A) T Gene_Groupdl XEFHo] A& Gene setS B 27 H3te] A&ETt. ©] & Gene Set
Gene/Transcript View o] &g}, 3+ AFEA7) Gene FilterS AFE3le] TE Y 2HS A 2o Y sto]
A7 Gene Set< Gene/Transcript View ool Bz} 3l 49, Search Buttong thr] g dlojok 3

o}

(® Summary Button

Summary W& AREA7E JEgE Wo] AR (VCF 3td) o] A HEE Qokste] EY38tr] 9kl A&gtt. &
Al AH= AFEA7F A B3 Phenotype B+ Gene_Group?] Gene Set& tho@ 31, Gene T E 29F HH7}
AT, AR YE&e <F 9 2. A ARE E957] 98kl Sumary HES F
< H3 skl AgEd (2 8 FF). A AR 3 oA SAE HES FH3
A 4= glom, Tabo & ¥ tsv FUR AHC),

F 4

3 S|
Gene Name Gened] °]&
Number of SNPs G GenedlX FEH BE SNP F
Number of dbSNPs D Geneoll %% EE SNP = dbSNPol =3¢

SNP_4=
Number of Noble SNPs T Genedll FEF EE SNP Z dbSNPoll S=25%] & SNP
Number of Indels 9 GenedlX FEE A= BE Indel F°
Number of dbSNP_Indels G Genedlld FEF EE Indel  dbSNPOl 5=% Indel &
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3l & Exon Move HIES FY3hd a|F Exon GGo 2 o]Fdt}. o7 A Exon Numbert 319 Transcriptol

EAEE AEE FAA YA wet FAFer Qddst s YEpdit, e Lo b =5
o]-&3te] Exon 4GS o5& £ grt. 7 B EL Exon NumberE 57 ©9E o] EA|7H S

E2 Exon NumberZ 171 @9 & o]FA|7It}.
@ Intron Area Select Controller

27138 3002
—‘?—1 200744 A

li

Read alignment viewero] ¥A]¥: Exond & H CIEE
AR o] gJom | Exon ¥9e 4% 30 based Intron %3
T e A Q.

999l 2
o] Fd

@ Insert size controller

Paired-end #]=9] insert sized] W} = AE AE AR Hse] £ Y] insert size #Y
Ha/Hd @S 2A4sked AFSETE. 27182 FHA/Fd o= 100/4000] A= Ak, 2d 73 HE
= 0FH 99,99970A A49] & AHEE 4 .

@ Capture HE

A =53 1+ Main Exon View panel¥ Information Panel W8S A 3sle] ojnx|2 AHAst}y. AT =
HAE jpg TWHo ATHY (£ 23 FF).
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[0130]

[0132]

[0133]

[0134]

[0135]

[0136]

[0137]

[0138]

[0140]

[0141]
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#0]3} EHES Ea A+, Genome Browserol]l tal] x5 oz A3},

Genome Browseri Exome BrowserolA Z&EH o] gl= AHHE 7|Hto = ste ®lo| &% ZAAE Ads] He9A
sl=d ALgETE. Genome Browser® &% 7] Aol Exome BrowserE F3te] gl= A& oA (BAM 3Y)o] 2=
Hojol &b, ®lo] & YU (VCF )2 My oz ¢J== 4= Q). Genome Browserv Uk Al 7} wW2o|
ojgte] EEH o] AT,

71¥% o2 Exome Browser?] Menu Baro|A Genome Browser ™|7= X ®35}H Genome Browser”’} T&% o] A3)%
o (= 24 FZ).

o}, Exome Browser?] Exon Variant Call PanelolA] 9] Wo] #HIz:= =
Browser7} & ¥t} (& 25 #%). Genome Browser+ 3|3 Wo] A& HAdwte}l sEFrE V|EZHo7 T
AAE FHORE 3= ¥ FHAA GGl Hepg-Ae RE HUE US & il
2 gEZYsle] %9 Genome Browsere] 23 3pdS yehyn, &g WHo
ARE Hrl FAE] AT ¢ s o] AT,

fols

hul

3 Exome Browser®] Main Exon View Panele] 91+ Variants along the reference sequence %33} Read
lignment viewer oA vh$-2~ CJEZFH S 3 Genome Browser’} =T} (& 27 #%). Genome Browser
= g2 SY9E S FAA AXE Aol sEHER V|EHoR Y AXE FAHoR e IO4FH A
A go] BEtAo Z= FHT},

Genome Browser?] ™l 3}HL & 57]9 o 2 gAY (= 28 Fx). 57) 999 7 7]5S <F 9ol K9l
=
#9
e |99 s
1) Control Panel a7 FxE AE A9 84 A H By
TS 9 e A4

(2) Cytoband Panel cytoband representation

(3) Coverage graph Panel read depth representation

@) Genetic structure Panel FAA 2 5d

(5) Main Genome View Panel d= AY Ay} 2 reference sequence

o] Wol 91A] FA

e FEHLEE B3lTolA FHA WwolE 48] fd flelA ARES AN Alm AR tlolEE ARE-s)
o] thket 3 Adg wWolrt mUHHEER An, = 287 o] A AlEe EA FHRIA SNP wolA,
deletion(Z24) 2 insertion(4F¢))e] EeEArt. Fo EdMo|7l Y oln| =4S WMAsHA &= ATR 1=}
o] CollM TRe] @ FFUlEE Wsks BE A9 #5dA FAHAT(E 28). MSTIL FAANA Md 5
o] Autolq 57 wEEQEI=9 Ado] FAHATH(E 43). o)A F &Y AAA T syl ZY Y AIZES
7 EdWolsl MSTIL S 7HA AL 93-S ofn|gtth. g, PROMZ 3 Abel]l 71 CIC A ge] 4ol 2l
HATHE 44). AlAL gl=o] o ARboll o] Aqje] EFhE o] 7] Wil F 4o dMA F st F7F CIC
Aol A= EAWolE PRIM2 FAAE e Aem FAE 4 drt. o|E%, PhenGenVar Al BE-9-AE A}
3 HF A Wol & ATS A ad¥ola A mle] ERIEHAeH, P BFE Fola A
B 4 Wo| HAL FFE ] E2S FE dol A=A

(1) Control Panel

Control Panel BAM/VCF ¥}d #2418 213k dlo]g] /37 A4 dd=2H 479 9oz FAHEY (= 29 FX).
471 499 7} 75 <3 10>7 .
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[0142]

[0143]

[0144]

[0145]

[0146]

[0147]

[0148]

[0149]

[0150]

[0151]

[0152]

[0153]
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¥ 10
EEAEE s

@ |Reference sequence combo hox ¥&F Fx A9 134
Human hgl9

@ |Chromosome combo box Chromosome A€
IchrlQ vl

@ |[Search text box Gene Name T+ Position ¥4¥
[42.489.190 |
S'ﬂlfh'

@ Track Bar g 44

U]

D Reference sequence combo boxGenome Browser& < %3k Exome browseroA] X743} reference sequence”} 7]
Hog FAHHW, HAT & glvp. B Ho$-AHo| A= Reference sequence WS 24 Human hg 199} Human
hg_38& A& 4 9lt).

@ Chromosome combo box

Genome Browser& < %3} Exome browsero] A Fo] &= Chromosome HZE7} 7)oz FA|HCG, o, o] e
M7gs 4= dt}. Exome browsero|A] Chromosome W37} AAEA & el ZEHHH UZE o=z

Chromosome 1o 2 AA =},
@ Search text box

Chromosome “3¢] 34 $Ix& AAgste=d A=, 4549 AA= 7
HE 9oy WA 71589, Gene Named ZHFE A3l s)d
o, &, BE9A A Fol= 7 ddy AT AAE YeRd.

@ TrackBar

)
N
e

-
N
)
O

O
ol

Zb g e e es golAY WEEH ARSHEY. TrackBarE ol&dte] sidEE WAAIZIW Genome
Browsero] X= dEe] 3PS T4 AAE 7IEoR Sd/Fadnt. e el el ste] AltEn.

544 1

ChrLength

o

S=

o71elA ne #he = level & YERNH, ne 001]*1 22744 9] ke 7k F k. SE A E @ ne] gk
of wel glHo] = nucleotide bps TS F3A FHe Hd Ao)E YeRIH, Chrlengthe A<
HA dolE vedlitt. o|Z Eo] Read alignment viewerol A= Chromosome 1¥ 3] o] thsle] HA &
Tl A 121,704bp o] g e W, Hd Y=l 59bp FHo] & FHdol| EHH

W, A A el mEY, A FAE 2 AR gatel wold HAYse f94E Y gl wlE
TS F AR A HEF 5 Advh. FARCR, A4 FAE FF AAE AR BN RS2 9 5
209 delA WAR A wolel Agse 947 b wel nd F Qe A4S AEE Ao

A7IA, dA FA=, BAY S EAM FAEE bp G99 FE 1002 e fel S 4 glem, dA
i

A W AN DA (ex. BAS HFEANA EASE bpol FF 1000E b 7
= Zzte] 495 F wold Aigshs HAK 247k b wel mal & i Aol ¢ 9A= Ay & 9
o,
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[0155]

[0156]

[0158]

[0159]

[0161]

[0162]

[0164]

[0165]

[0166]

[0167]

[0168]
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(2) Cytoband Panel

B9 483t Q= Chromosome?] CytobandES FE AT}, Cytoband Ed A2 ol A= nmpg-~
2 293y, Y AX7F RE dde T JAR (A BIHSAS S5 %q w3 HA gl A
BE-AS Y5t = FA 9Y9S Cytoband ol H24 vz Yepdt) (= 30 33).

(3) Coverage graph Panel

[«0

A= Ad A BA D RFH 7 fFAA Xt read depthE:
coverage graph® 3T}, Control Panel®] TrackBarZ o]&3le] mdo|
& do2 24 5 vk (& 31 FF). E= Coverage graph <] e]e] ¢
3l #1219 position FH} read depth7} 2= A9 (% 32 %),

]
S

K qﬂ

oz Aitstel Axkd A
A %= Coverage graphe] &4
2o mp- EOIEHE JhA7bdE

l-n mlm

LF

(4) Genetic structure Panel

M FHA ol SAske TR F2E B, FAAEY S5 EWLIHEESS] exon-intron Al
2 F%2E FA9 yebdtt. Exom Browser®] Exon Variant Call PanelollA ¢Jeo]eo] Wo] #lm=s &8s}
Genome Browser’} &% 4%, ﬂﬂﬁwﬁ}iﬂ&~ AAHEWDA~AHE) HE7} Genome Browserol Al A&
W, AEge §FHAAY/ERLTHER S Wk or 3t mAgt. o 1 &9 Ag, FHAE/ERNAT
HEWLS 25 g E_E%%W(533ﬁillﬁhﬂﬁ]ﬂ%EﬂBbﬂ@@Q§°W¥QETJVHE%

E9] Exon-Intron T7&7} E8EW, FE7F Fo] AAE o] o]l FdiETA, T FHAA/ERLIAHE
o] otk Al E vt EHEY (2 34 Hx). ofv|it A|dae 3T shedo] RigEE FEY AMGH e
2 A EY. a8 dE 9 F2 HoE gAY, JIERE 9L g2 dog AT (& 34 #Hx).

ar =1
9 Shube] faAol BhaEel Transeript7h maslel Qo] Azl WY Qo] @A Eol =4 g A, v
$22 B AHgEte] @Al wol Y Joje] 91, obel JPo= olEs o] B AMFHE o] s,

(5) Main Genome View Panel

= A 2 WHo] & Ayt tds Are) g4 EHEd (= 35 FZ). Main View Panel 992 27 99
o7 FRE gloen, 7+ dH9o Fa 7)Fe gy g (F 11 F )

X 11
HE 44 7%
@D Variants along the reference sequence Reference sequence 4F2] Wo] 91X FEA|
@) Read alignment viewer = Ay A9 =4

@O Variants along the reference sequence G9Wo] F&F FA(VCF U)ol RHE Wo]7} reference
sequence ot¥tell SHA| Z F U}, Reference sequence® ZF 7|+ MZR FEEo FAEY (X 12 FX),
reference sequence sl5tel] Holx= WHolk Al7Zbo| 9)3le] A7) F7{7F F+EHE S FTHFTE. reference sequence

9] ¢lolo] xJo] mhg~Aon H A AX7F BEg$A sk Ap%nmnﬂﬁﬁ]%ﬁ1ﬂ'°]%§4 AR
L Hrg 2409 A4S 49 wyZ 2890, HUE g9 A Ay M2 890 (29 36-(a), 36-(b)
Zz).
X 12

a 471

Lawn Green A (adenine)

Blue C (cytosine)

Sandy Brown G (guanine)

Red T (thymine)

Gray N
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[0169]

[0170]

[0171]

[0172]

[0173]

[0174]

[0175]

[0176]

[0177]

[0178]
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@ Read alignment view % 9Reference Sequenced] AHFE ZF =9 AR AR w3l HRE g 2 dF
Aoz Yehiie, gl= Y Ay B4 95t FEH= Weol RE FU} B

3 g 7k Aush @7 e, sleos
s nekeA FAE vhyae] SAE ogdte] BA FUS olET F Ak 9B BSiE =
dstd @Al EEHT Qe Ds gY Aol o YA o]F sbsetn, HWL eEmow cosd @
A EdE = 4 Ave] o] F YXR 0% sbsetrh. EF HsE HSEe coverage depthrt Ao} H=

ERl =
A9 Ayt 3 shdel EHEA & A vhes 22 o8t A/ ool 7bsdttt. Read alignment
viewer® F& 7|%5S ey ).

b Y= AAE dI 2 BEA FEEHE gt AY Ay EHow oE
BHE 7|Wto g 3t B B Aod s FriE oz BAN Yo CIGAR ARE o reference
sequencel HIEA FEA7|= F= AAE AAS FHSor. £33 AHEHo] HAHE = Al wupg-2o S}

W 7t elme] A Yol 2eEo] e,

b = Hd Aol B 2 F4 ¥ Control Panel?] TrackBarE ¢|-83le H=E xHste 2= AHH
A= 3 2 F4 TS F A, Y7} FobR|W | read sequence®} reference sequence®] 7t d7]E
A719] F5H (& 5 FX)d wef vhE MZE FREEo BEAEY (% 37 x). 28y A E SelAE =
AH AT A read sequence?] 717} reference sequence?] |79} AXd+= A5, = sequence?] 7 A7)
= LightGray Moz FAHT Ax84 & A read sequence?] @A7|wto] 97)9] EHo| we} o & AzZ=2
Tl BAEY (& 38 Fx).

[ oo T i)
o
2
Ach
[
i
o

b oel= ARz 4 ¥F EA Paired-end BE9 4 el 3L AT glon, 49ge det 9
mol ] Algste] o EmolA] Bl oo el e EFolN Algele dmeld Edth. 4w Y o
=5 ggae EASY] Slske] 7t eme] v gvlel HAEE ¥olste] 7 d=e) wEde wdss

(1% 39 #=x).

» =9 Insert Size FAl: BHEH paired-end Z=9] insert sizes &3t EAISH7] 3to] read AlE
o] wjA Mol A E EEste] HAIST. Insert size #kol Hul AAg (JEE: 400)2tt 24 9 2= Ald
29 WiAAS WA o g FASEAL, HA AAZ (JEZE: 100)HY Zow dd 2= A @~o vjAdANSs d3
Moz A, AUk Hazgk Alole A, Moz FAE (= 40 #=2). Insert sized Hul/HA 3t
L Exome Browser? Exon View Control PanelolA] A7 /W7o 7}=3c}.

ol % Ay &7 F=% SNP, insertion, deletion ¥o] AKX Read alignment viewerol]A th<3}

N 4
rlo
o
1>
o
fu
i
)
)
ul

o

> AT A read sequence®] 477} reference sequence®] 7|9} UX|sHA] &= A o
) 2 AZ (% 5 22 FiFHo A", wEbA 2= JE At SNP Hol7l EA5H=E
-, 3l NP YAl G AjEae) o2 AZ2 gAE 4719 48 AdHog e sheeitt (= 41
=
kil

oy, N,

). T 419 wWh7bA mbam mAlE Hato] SNP Wole] Ed dFE YERY, nkg-x AAME AT A AT

AA ¢ HE}9-2 AF3Ie] Position FEO| FHET, e, AR gE€E WHo] AR Y
gd)o] 2Exo] Qlof, | NP FH7F E8E o] Q= 79, Variants along the reference sequence
QAo FE9@ Wol7} reference sequence dHdol A EFH BT (& 42 Fx).

» » Deletions: Reference sequence®} H|ulslo] B|= ™ Ao A Deletion Wo|7} HAHE A5, 3
= read sequence®] 97] Ad FES A 7R AR xdste] Y (= 43 #Fx). wEbA g=
Tboll Deletion Wol7} EAsk= A, g o] 9 xlo] Ao wz gAd g7 BE IS A7H7
¢l 7hestth. vk 29 209 WA ukxim FAE o] Deletion Wolol EA o E UERAW, mhg-
£ T A AA7MAE, FH1A A7 Bepe-A 9% Sheke] Position RO EEHE T

» » Insertions

reference sequence?} B3l #l= AH Ao A Insertion Wol7} HAEE ZH9-, D3l read sequence

o 7] $Ael HEkA boxE AYste] FAISTE (= 44 FF). T 4404 w7RAl v~z AR FHE

Insertion WolEo] &3l Y= AS & 4 v}, X3 Insertion WHol7l AR X0 mlg-2 AAXE 714
il

e, AYE 97 F 2 ER S AW wele] ga gust Feed.
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[0179]

[0180]

[0181]

[0182]

[0183]

[0184]

[0185]

[0186]

[0187]

[0188]

[0189]

[0190]

[0191]

[0192]

[0193]

[0194]

[0195]
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zﬁez, A AA0E st o] v J171s B4 Absd Auz FaE FE At o A%, AR 4
(1005 sht o gel ALgA wuah BAS FAE & vk, FALeE, AWl A4 4

Aa £ A FER AR e S ANSE ATHE 02 FET AFT DA ol HE 5
s

%458 Fzehd, AR AX(100)= #HEE(110), Z2AA (12005 E3+sio,

w22 (110)= A=A Z2(100)9) 74
B QA FX1(100) 9] A aaeh #a

W= (110) & ROM, ZA wlEE] 59 v3dd vEYE 238 = o, DRAM 522 4% 3 v=
2 3233 F odrd. I, W2 (110)E st= tlA=, SSD(Solid state drive) <

Z2AA(120)= AR FX (10005 AREHo =z Aojstr] gk FAdoltt. FAFoR ZTRAA(120)E HEEF
(110)¢} d1Z2=E= 3 wlrg (110)0] Agsd Holx shte] AEZHAS *‘ﬁﬂfﬂOiMﬂ Al theke AA

Aol BE B4 ST 5 9

I 2 A4 (120)+= CPU, AP, DSP(Digital Signal Processor) %3 #& ®& Z2AA, GPU, VPU(Vision
Processing Unit) & & o3 A8 ZRAA E= NPUSH 22 deAs 8 Z2AMN & IS - 3
o AFA T AE ZRAAE, BY dFAT B FH YXE= ofd E3E st=do] FxE AAE

o]
AA

% 458 Fxshd, A A (100)E B415(130), AREAF 925 (140), t2=Ed0](150) 55 ¢ 23T & 3
o

BAE(130) = 94 54 B og Hojr shel oF Xt FAS sy {9 =, BE, F
55 ¥es 4 Yy 25(100)9] olFA FRE I8 SAR(130)= FA B4S F¥sr] f3 g =/
RE/AS U 5 ).

BAE(130) = 9ds 54 B os Hojr shel oF Xt FAS 3] 99 =, BE, F
TS X § . BAFE(130)= U HEHNAE T 9oF FX} AdAdE 5 9l

HEHITE 99 == 2o ua} /il 52417 (PAN; Personal Area Network), <42 ZAI"(LAN; Local Area

EAF(WAN; Wide Area Network) 59 & o HEY T JMutdd uwelt AEZY
(Intranet), AN~EzY (Extranet), H= SEU(Internet) Y F O]T/}

FA15-(130)= LTE(long-term evolution), LTE-A(LTE Advance), 5G(5th Generation) ©]%&%4l, CDMA(code
division multiple access), WCDMA(wideband CDMA), UMTS(universal mobile telecommunications system),
WiBro(Wireless Broadband), GSM(Global System for Mobile Communications), DMA(Time Division Multiple
Access), WiFi(Wi-Fi), WiFi Direct, Bluetooth, NFC(near field communication), Zigbee & U%3 FXA &
A BAls B3 R AXET ddE & .

3, EAE(150)= o|tjul(Ethernet), ¥ WE<9 A (optical network), USB(Universal Serial Bus), ATEE

(ThunderBolt) o,] O/H EA H]—/K]O E3H 941:1 z]—x]fﬂ,} 4= TL:_ 011:]-

AIR(130)E E&, dAA AR (100)+= AFE T2 AS/5418 4= 9o reference sequence H=&

read sequence® TAE A HolHE =AY £ A},
8%

AHEA QR0 e A8 T

¢

A= e Wy 9 FAolg. ALEA E(160)E Hof

= AEE Y
& oshuel BE, HA 9=, viola, FhviE 58 7Y o v

g2Eg el (150) & FHAet #dE beket dojHE AAHeR 3] g Ptk faEH el (150)+
LCD(Lizuid Crystal Display), LED(L1ght Emitting Diodes), OLED(Organic Light Emlttlng Diodes),
TOLED(Transparent OLED), Micro LED S22 F+dd 4 Qlv}. g, tl~Zdo](110)+= HWA tj=E# o] 9
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