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HAEZ(RICE SHRIEZHI0ZA K| S HISHAAZES| FFAIEA AX|IA|(Non—nucleoside reverse transcriptase inhibitor, NNRT)2| 2448 S5
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= |'—|_ = ]
1990 SHIHE] A|ZHEl HIV/AIDS BHAL e} oky| X|20]| 52

017 FHAZEIHI0[2{A(Human immunodeficiency virus, HIV)= AHHO|H, CIUSH HO|Z QI5HH ZVIEHE HIV = QM H5}
SHYHAALS ST (Acquired immunodeficiency syndrome, & oot S| EXIHSHY £E4 177} 0|20{X|1 QUCH2].
ADS)2| EHaH[0IC, HIVE IEZHI0[2{ATKFamiy Retroviridae), L2|Lt2t= 1980 01 &7| ZHelol Rt Xt HXME
HIE[HFO[2{A%(Genus Lentivirus)Oll £5HH, HIV-12t HIV-22| & &850 HIVe| & ok i [T HOIE XIEEHe =
JHX| Z2o2 FEEICH]. HV-1E M(Major), N(New, non—M, or  ZHAISHICH HIV-1 $t28 0 B} 2 X3 (~80%)0|H 1

non—0), O(Outer), P(Pending the identification of further human stLte| 2 E(clustenS SAst= AEsA ENE EQI5H0] 0|2

oo = o = - =
cases) AE2Z LM, M OF2 9719 RTAH(A-D, F-H,  "Korean clade B'Z HHSIACHS]. L3 HSHMAE ATIAIgA
J, K)2h 9771 0]Ao| =& (Circulating recombinant forms, AX|M|(Non—nucleoside reverse transcriptase, NNRT)Q| Z4LAMS
CRFs), & 7x|9] E0| MZEE & (Unique recombinant forms, ZANF|= HO 7t &2 HIE4E S1IE|0] UTHE).

URFs)22 T2 EICH2,3] 2210 REAIY H Y HIV-12 olofl cHst HEMo =z, 2 22 2018~2019d =L HIVY
CHEY, =718 Cidoh 2xsl UA(4], SHHOIQE AHEF0| R 2| LM ZA| ZIHE ZR3104, HIV/ADS X224 %
HIHG| AojLt= HIVel E4d Yot FEXE WolAM |RAF HA I 2ot HE MSSIIX} St
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HES nested RT-PCR @#Ho 2 ZEFIYCE HIV XS ¢
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2018~2019¢ =L HIV =7| ZE!
3 B(70.3%)7t =L
Qo2 SOIZQICHE 2). J2{Lt 2017:(90.6%)1t H|WsIHS
M HIV-1 = OF&d B7t of 20.3% ZAst, 22 7H2
Lo 23(79.2%)2t H|wsI0 8.9%7F ZASH UMS HIJCL HIV-
1018 A10.7%)2t C(0.7%), 127 A 02_AG(0.7%) ¥

56_CPX(79%)= =t2lx|of Cifet R BHUds HAC)

Ch. 2EZH[O2AN AEE LY 24 Zat

SIHEZHIO[2AK| AZE LIES Sfelet Zaf, H[sHAA
AMAIE A AXIKI(Non—nucleoside reverse transcriptase inhibitor,
NNRT)OH| 2018 17.7%, 20191 17.9%(2019'H)2| 2FAf
| 1), 0|2t Z+2 20181 L 20199 k| LHA

H&dE 2=
702 FAbEIQUCH IR
HIE2 2017 12.9%ELC} 282 46% L 50%7t S7Fst Z40|H,
201743} 22| cHHE 25iE A AR|K|(Protease inhibitor, Pl)oi|
CHSH LiAdO| LAZIACE £S5t SetEA AXIKl(ntegrase strand

transfer inhibitor, INST)OIl 2FX| LHAE S101(2018H 11.9%, 20194

HV SXXIES M6 2018~20194 HIV x7| Z&Qlo|

HHEZE B 20~20M2| HIS0| 384%2 Ci2 oEof Hsl  T8WTIUCHIE .

=UOH, HM HIE2 78.3%= GINECH 135 O =UCH ZA &

15.9%(227)= AEHut 2 HE Tt DiIE|X| QIUTHE 1),

H 1. HV ST 2AM A HIV 7| Zigolo| 3 2l My B12(2018~20194)

HAR|Z=(%)
=3 A 025 A

a8 (n=108) 8) (n=22) (n=138)
(20 1(0.9) - 1(0.7)
20~29 51 (47.2) 25.0) - 53 (38.4)
30~39 30 (27.8) 12.5) - 31 (22.5)
40~49 11(10.2) 12.5) = 12 (8.7)
50~59 9(8.3) 3(37.5) - 12(8.7)
>60 6 (5.6) 12.5) = 7(5.1)
o= - 22 (100.0) 22 (15.9)
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O 2. U LIS [RLshs SHMH0| K'Y Hx (2017~20191)
SIOISICE 3t V1061, VI79D, VI06IRH VI79D7t &l EXHSHE  56_CPX, O1_AE, 02_AG, 07 BCS} Z2 Six| ZLtol 2o
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HIX| 92 HIV SXI0IA 1~2% HISZ LIEFFH[7], VI0BIRF VI79D  Sol=|o] FOrE 4 USS Al

HO|7} SAl0 Exiets 42 A=0| thet g0l &Sttt
B0 UACH8]. HMAEHTAIZ A AKMK|(Nucleoside
reverse transcriptase inhibitor, NRT)Of| CHE ZipME ZAAF =
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HIV ZHEOI0A] 2F 1~2% 2 LZE|= \106IEHO0|7} EHOIZ|QC &

20170} | T SeiE A ARIKI(P) LHA0] SRIZIAUCE LA
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2a|Ltate] A 1980 0|F HIVHQ| SX&nt Qkr|LHAS
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Analysis of Genotype and Drug Resistance of Human Immunodeficiency Virus in
Korea from 2018-2019

Park Kye Ryeong, Sim Hyo Jeong, Wang Jin-Sook, Han Myung-Guk
Division of Viral Diseases, Bureau of Infectious Disease Diagnosis Control, Korea Disease Control and Prevention Agency (KDCA)

Genetic analysis for Human immunodeficiency virus (HIV) from early-stage HIV infected person, collected at 2018-2019 in
Korea, was conducted on distribution of genotype and drug resistance mutation. HIV-1 Korean subtype B was identified as a
major genotype (70.3%), showing an 8.9% decrease from the average distribution over a seven-year period. In addition, HIV-1
subtypes Al, C and various circulating recombinant forms (CRF) 56_CPX (7.9%), 01_AE (10.8%), 02_AG (0.7%), and 07_BC
(3.6%) were confirmed. Mutations that reduce the sensitivity of non-nucleoside reverse transcriptase inhibitors (NNRTIs) in
antiretroviral drugs were identified (17.7% in 2018 and 17.9% in 2019) and showed an increase from 2017. These results will be
useful in developing guidelines foridentifying HIV/AIDS strains and using therapeutic agents.

Keywords: Human Immunodeficiency Virus (HIV), Subtypes, Drug resistance, AIDS

Table 1. Distribution of age and gender of the early—stage HIV infected person subject to analysis for HIV genotype (2018—
2019)

No. (%)

Age ( Nlale Ferr_lale Unid(intified Ti)tal

n=108) (n=8) (n=22) (n=138)
(20 1(0.9 - - 1(0.7)
20-29 51 (47.2) 2 (25.0) - 53 (38.4)
30-39 30 (27.8) 1(12.5) - 31 (22.5)
40-49 11 (10.2) 1(12.5) - 12 (8.7)
50-59 9(8.3) 3(37.5) - 12(8.7)
=60 6 (5.6) 1(12.5) - 7(5.1)
Unidentified - - 22 (100.0) 22 (15.9)
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Table 2. Subtypes of HIV—1 in early—stage HIV infected person, 2018—2019

Subtype Country’ {r?gl?,g/?)
Al Kenya 1(0.7)
Korea 1(0.7)
China 5(3.6)
CRF01_AE Philippines 1(0.7)
Vietnam 3(2.2)
Thailand 6 (4.3)
CRF02_AG Nigeria 1(0.7)
Canada 1(0.7)
5 United states of America 1(0.7)
Korea 97 (70.3)
Japan 4(2.9)
CRF07_BC China 5(3.6)
CRF56_CPX France 11(7.9)
C China 1(0.7)

*Qrigin country of subtype, 72018 year (n=65), 2019 year (n=73)

Rate of drug resistance detection (%)
S

m 2017

m2018 m2019

Non-nucleoside reverse
transcriptase inhibitor, NNRTI

Nucleoside reverse transcriptase Protease inhibitor, Pl
inhibitor, NRTI

Class of antiretroviral reagent

Integrase strand transfer inhibitor,
INSTI

Figure 1. Rate of HIV antiretroviral drug resistance, 2017—2019
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Figure 2. Mutation frequency of HIV antiretroviral drug resistance, 2017—-2019
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