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RT Epitope 7
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RT Epitopes8,

Epi t ope #
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ADU. CD. VAL mmmmmmmeemmm o C.BR 92BR025 = - O CM ANT70C  ccmmmeee - C--P
AGNG G - l---- C.BW96BWI1B03 ----------ooon- O CM M/P5180  ===------- C--P
AG SE. SE7812 -------------- K C. BW 96BW402 ---ccmmmmmem -
AGHU. GA. VI 354  ------------- Y- C. BW 96BW502 L EETE CONSENSUS- U~ mmmmmmmmmmeamn p
AGHU. NO. NOG L3 -------m--- - A- C.BW96BWL104 ~  ----emmeeeooa- U.CD. VI 1126  ccmmmmemeeaae - p
AQ. AU. BFP9O  ---------- |---- C. BW96BWI210 = ----mmmmmmmmm o
AGJ. ML. 95M.8  ----e-e----- G C. BW96BW5B03 --------------- CONSENSUS- CPZ - --------- c---k
AQU. CD. 2321 = ------------ H C. BW96BW626 ~  --------mmmm-- CPZ. CD. CPZANT cccceeeeo- [---Q
CRFO1_AE. CF. 90CF40 --------------- C. BW96BW7A09 W --------------- CPZ. GA. CPZGAB - --------- C--K
CRFO1_AE. TH. 93TH25 --------------- C. ET. ETH2220 = --------------- CPz. US. CPZUS  ---------- C--K
CRFO1_AE. TH.CM240 --------------- C.IN 21068 = c-emmeemeao-- Y-
CRFO1_AE. TH. PAT-SC --------------- C.IN. 301904 cccmeeeaoaos Y-
CRFO1_AE. TH. TH022 --------------- C.IN. 301905 = c-emmeemaas Y-
CRFO1_AE. TH. THO47 --------------- C.IN. 301999 cccmemoeaoo-- V-
CRF02_AG FR DJ263 -------------- K C.I'N. 941 N11246 ~  ----cmcaaman- Y-
CRF02_AG FR. DJ264 -------------- K
CRFO2_AG NG IBNG  -------------- K CONSENSUS-D = mmmmmmmmmmme e
CRFO3_AB. RU. KAL153 -------------- Q D. CD. 84ZR085 = c---oo-o-- | --C
CRFO4_CPX. CY. 94CY0 -« ---=cnnmmnn- P D.CD. ELI  eemmeeeeeao--
CRF04_CPX. GR. 97PVC - ------=====- P D.CD.NDK e
CRF04_CPX. GR 97PVM = ===« ===zzznn- P D.CD. 2226 ~  ememmmmmeeeeo- K
D. UG 94UG1141 ------------- H
CONSENSUS-B~ ------------- k DF.CD. VI 961 ~  -----eooao--- H
B.-.NL43E9 = c---emema----- K
B.AU. MBCI8 ~  -e-e-meeee-ao-- CONSENSUS- F~ cemcmmceemeae K
B. AU MBC200 = -------------- K F1.BE.VI80 = -----em-mm--- K
B. AU. MBC925 ~  ------------- Y- F1.BR 93BR020.1  -------conumu- K
1-D-43




HIV CTL Epitope Alignments

RT Epitopes 14, 15

Epi t ope # HLA
14 VPLDKDFRKY B*3501
15 VPLDEDFRKY B35
B. FR. HXB2 VPLDEDFRKY
CONSENSUS-A ~ ----- G-
A. KE. @3- CXC- CG e -HE----
A. SE. SE6594 Mmoo
A SE. SE7253  ----- S ---
A. SE. SE7535 - HG---
A SE. SE8131 ----- S ---
A SE. SE8538  ----- S ---
A. SE. SE8891 e KN - - -
A UG 92UX037  ----- S ---
A UG W55 - S ---
AC. ET. E3099G ----- S ---
AC. I N. 21301 o -Y-E----
AC. RW 92RW09  ----- S ---
AC. SE. SE9488 e Kem e e
AC. ZM ZAML84 Mmoo
ACD. SE. SE8603 ~ ----- S---
AD. SE. SE6954 BV
AD. SE. SE7108 e -HE----
ADU, CD. MAL  cmemmeo---
AG NG &B loceoNe---
AG SE. SE7812 e Kem o e -
AGHU. GA. VI 354 - Y-G-R
AGHU. NO. NOGl L3 B
AGJ. AU. BFP90 [oomoKem -
AGJ. ML. 95M_8 -G N---
AGU. CD. 7321 e Hame -
CRFO1_AE. CF. 90CF40 ----- G---
CRFO1_AE. TH. 93TH25 ----- S ---
CRFO1_AE. TH.CM240  ----- S ---
CRFO1_AE. TH. PAT-SC ----- S ---
CRFO1_AE. TH. TH022 ----- S ---
CRFO1_AE. TH. THO47 ----- S ---
CRF02_AG FR DJ263 ----K-----
CRF02_AG FR. DJ264 ----K-----
CRF02_AG NG I BNG  ----K-----

CRFO3_AB. RU. KAL153 ----Q----
CRF04_CPX. CY. 94CYO - - - - PE- - - -
CRF04_CPX. GR 97PVC - ---PA--- -
CRF04_CPX. GR. 97PVM - - - - PE- - - -

CONSENSUS- B Ko me-
B. - . NL43E9 e Keome-
B.AU.MBC18 ~  ----- N - - -
B. AU. MBC200 e -KE----
B. AU. MBC925 IRV A
B. AU. MBCC54 ~ ----- N - - -
B. AU. MBCC98 Ko m e

B. AU. MBCD36 ~ ----- S---- F2. CM MP255
B. CN. RL42 SEEEY CEEER F2. CM MP257
B.DE.D31 = ----------

B. DE. HAN SEEEY CEEER CONSENSUS- G
B.FR HXB2 = ---------- G. BE. DRCBL
B. GA. OvI e K- - G Fl . HH8793
B. GB. CAML SEEEY CEEER G NG 92NX083
B. GB. MANC Rl CEE G SE. SE6165
B. NL. 3202A21 SEEEY CEEER

B. TW LWA9 e K- CONSENSUS- H
B. US. AD8 e K- - H. BE. VI 991

B. US. BC SEEEY CEEER H. BE. VI 997

B. US. DH123 l-emmme e H. CF. 90CF056
B. US. JRCSF SEEEY CEEER

B. US. JRFL e K- CONSENSUS- J
B. US. MNCG SEEEY CEEER J. SE. SE9173
B. US. NY5CG SEEEY CEEER J. SE. SE9280
B.US.P89%6 = ----------

B. US. RF ----KE---- CONSENSUS- K
B. US. SF2 e K- - K. CD. EQTB11C
B. US. W\EAU160 ---------- K. CM MP535
B. US. \R27 - X- - XEX---

B. US. YU2 ---H----- CONSENSUS- N
BF. BR 93BR029. 4 SEEEY CEEER N. CM YBF30
CONSENSUS-C - ---- Pe--- CONSENSUS- O
C. BR 92BRO25 ----- G--- O CM ANT70C
C. BW96BW1B03  ----- G--- O CM WP5180
C. BW96BW402 ----- S---

C. BW96BW502 ----- G--- CONSENSUS- U
C.BW96BW 104 ----- S--- U. CD. VI 1126
C. BW96BW210 @ ----- S----

C. BW96BW5B03 ---------- CONSENSUS- CPZ
C. BW96BW626 ~  ----- S---- CPZ. CD. CPZANT
C.BW96BWM7A09  ---------- CPZ. GA. CPZGAB
C. ET. ETH2220  ----- G--- CPZ. US. CPZUS
C. I N 21068 SRRl G

C.I'N. 301904 SRR (TR

C. I N. 301905 Rl CEE

C. I'N. 301999 SRR (TR

C. I'N. 941 N11246 SRR (TR

CONSENSUS-D - ---- - -

D. CD. 84ZR085 l1--CG-----

D.CD.ELI  eeeeee----

D.CD.NDK ----------

D. CD. 2276 e K-

D. UG 94UG1141 M-

DF. CD. VI 961 ---H-----

CONSENSUS- F ----K?----

F1. BE. VI 850 - K- K-

F1. BR 93BR020. 1 SEEEY CEEER

F1. Fl. FI N9363 e Ke- -

F1. FR MP411 ----KE----

|-D-44
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HIV CTL Epitope Alignments

1 B. AU. MBCCO8 - Fl1. FR MP411  --------- L
RT Epitopes 16-18 U MBooae it FLERMALL e
B.CN.RL42 ----a---- Vv F2.CM MP257 e eee- -
Epi t ope # HLA B.DE.D31 = ---------- @)
16 KYTAFTI PSI A2 B.DE.HAN  --eeao---- CONSENSUS-G =~ == ------- ? —
17 TAFTIPSI  B*5101 B.FR HXB2 - G BE.DRCBL cmmemme-- T —
18 TAFTI PSI  B51 B.GA. OYI eeeeeaao-- G Fl . HH8793  cceecas T
B. FR. HXB2 KYTAFTI PSI B.GB.CAML - T G NG 92N®X083 - --------
B. GB. MANC B G SE. SE6165 - -------
CONSENSUS-A - - - - - - - t B. NL. 3202A21 --------- \%
A KE. @3-CXCG-CG  --------- T B. TWLMA9 oo CONSENSUS-H @~ - - - -
A. SE. SE6594  --------- T B.US.ADB = ---------- H BE.VI991 = --------- T
A. SE. SE7253 - -------- T B.us.BC = ---------- H BE. VI997 ----------
A SE. SE7535 - -------- T B. US. DH123 ~  --------- \% H. CF. 90CF056 ----------
A. SE. SE8131 @ --------- T B.US.JRCSF  ----------
A. SE. SE8538 @ --------- T B.US.JRFL ~  ---------- CONSENSUS-J - - - - -
A. SE. SE8891 @ ---------- B.US.MNCG ---------- J. SE. SE9173 oo --
A UG 92U®R037 --------- T B. US. NY5CG ~  ---------- J.SE. SE9280 @ ----------
A UG W55  -e-ea---- B.US.P896 = -
AC. ET. E3099G = ---------- B.USRF - CONSENSUS- K~ e meme e -
AC.IN. 21301 = --------- T B.US.SF2 ~  -eeeao---- K. CD. EQTB11C ~  ----------
AC. RW92RW09 ---------- B. US. WEAU160 ---------- K.CM MP535  aeeeaaao--
AC. SE. SE9488 --------- T B.US. WR27  —eeaaao-- X
AC. ZM ZAML84 = ---------- B.US. YU2 = e CONSENSUS-N =~ am e -
ACD. SE. SE8603 --------- T BF. BR. 93BR029.4  --------- T N.CMYBF30 = ----------
AD. SE. SE6954 ----------
AD. SE. SE7108 --------- T CONSENSUS-C - -- - m - - - CONSENSUS-O mmmmmmme - \V;
ADU.CD.MAL  me-me--- - C.BR 92BR025 = ---------- O CM ANT70C  cceeeee - \V;
AGNG&EB me-eea---- C. BW96BW1B03 W ---------- O CM MP5180  --------- \%
AG. SE. SE7812 ---------- C. BW96BW402 @ ----------
AGHU. GA. VI 354 R C. BW96BW502 - --------- CONSENSUS-U =~ mcmmeemm vV
AGHU. NO NOG L3 ---------- C. BW96BW104 ---------- U CD.VI1126 = ccecmemenn \V;
AG. AU. BFPOO - -------- T C. BW96BW210 @ --------- R
AGJ. M.. 95M.8 - -------- L C. BW96BW5B03 - --------- CONSENSUS- CPZ =~ == -mmmm - - v
AGU. CD. Z321 = ---------- C. BW96BW626 ---------- CPZ. CD. CPZANT = —ceeeeee- \V;
CRFO1_AE. CF.90CF40 ---------- C. BW96BWM7A09  ---------- CPZ. GA. CPZGAB - -- -
CRFO1_AE. TH. 93TH25 ---------- C. ET. ETH2220 - -------- T CPZ. US. CPZUS --------- \V;
CRFO1_AE. TH.CM240 ---------- C.IN. 21068 - --------
CRFO1_AE. TH. PAT-SC ---------- C.IN. 301904  ----------
CRFO1_AE. TH. TH022 ---------- C.IN. 301905 = --------- \%
CRFO1_AE. TH. THO47 ---------- C.IN. 301999 = --------- R
CRF02_AG FR DJ263 --------- T C.IN. 941 N11246 ----------
CRF02_AG FR. DJ264 --------- \%
CRFO2_AG NG IBNG  --------- \ CONSENSUS-D == - - -
CRF03_AB. RU. KAL153 --------- T D. CD. 84ZR085 ----------
CRFO4_CPX. CY. 94CY0Q --------- T D.CD.ELI  ------- S--
CRF04_CPX. GR 97PVC --------- T D.CD.NDK  a---------
CRF04_CPX. GR 97PVM - --------- D.CD. 7226 ~  -eeeee----
D. UG 94UGL141 --------- T
CONSENSUS-B === ------- DF.CD.VI961 ----------
B.-.NL43E9 = ----------
B. AU. MBC18 ~ ---------- CONSENSUS-F - -------- ?
B. AU. MBC200 ---------- F1.BE.VI80 W --------- \%
B. AU. MBC925 - -------- T F1. BR 93BR020. 1 e e= ST
B. AU. MBCC54  ---------- F1.FI.FIN9363 --------- \%
1-D-45
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HIV CTL Epitope Alignments

RT Epitope 19
Epi t ope #

B. FR HXB2

>>>>>>>
w
m

CONSENSUS-B -----
B.-.NL43EO9 -----
B. AU. MBC18 = -----
B. AU. MBC200 -----
B. AU. MBC925 -----
B. AU. MBCC54  -----
B. AU. MBCC98  -----
B. AU. MBCD36 ~ -----

CONSENSUS-A ~ ==---
KE. @3-CXG-CG  -----
SE. SE6594  -----
SE. SE7253  -----

. SE7535  -----
SE. SE8131  -----
SE. SE8538  -----
SE. SE8891  -----

A UG 92U037  -----

A UG U455 -

AC. ET. E3099G ~ -----

AC.IN. 21301  -----

AC. RW 92RW09  -----

AC. SE. SE9488 ~ -----

AC. ZM ZAML84 ~ -----

ACD. SE. SEB603 ~ -----

AD. SE. SE6954  -----

AD. SE. SE7108 ~ -----

ADU. CD. AL~ -

AGNG G  --e--

AG SE. SE7812  -----

AGHU. GA. VI 354  -----

AGHU. NO. NOGI L3~ -----

AGl. AU. BFP9O ~ -----

AGJ. ML. 95M.8  -----

AGU. CD. 2321  -----

CRFO1_AE. CF. 90CF40 - ----

CRFO1_AE. TH. 93TH25 - ----

CRFO1_AE. TH. CM240 - -- - -

CRFO1_AE. TH. PAT-SC - -- - -

CRFO1_AE. TH. THO22 - ----

CRFO1_AE. TH. THO47 - ----

CRF02_AG. FR. DJ263 -----

CRF02_AG FR. DJ264 -----

CRF02_AG NG | BNG  -----

CRF03_AB. RU. KAL153 - ----

CRF04_CPX. CY. 94CY0 - ----

CRF04_CPX. GR. 97PVC - - - - -

CRF04_CPX. GR. 97PVM - - - - -

19 QGKGSPA

HLA
B*5101

BF. BR. 93BR029. 4
CONSENSUS- C

CONSENSUS- D
D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F

F1. BE. VI 850

F1. BR 93BR020. 1
F1. FI . FI N9363
F1. FR MP411

F2. CM MP255

T0 00 00 00 09 09 00 00 09 00 09 09 00 00 00 00 00 09 00 0 O GO

argtaiztdaiat ot
3
8

000000000000 000

YU e

BR 92BR025 ~ ------- s
BW 96BW1B03
BW 96BW402

BW 96BW502

BW 96BWL104 ~ ------- s
BW 96BWL.210
BW 96BWL5B03  ------- s
BW 96BW.626

BW 96BW.7A09
ET. ETH2220  ------- P-
. I'N. 21068

.1 N. 301904

.1 N. 301905

.1 N. 301999

.1 N. 941 N11246

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS



HIV CTL Epitope Alignments

H B. AU. MBC925 - C-- F1.BR 93BR020.1  --------- Y---
RT EpItOpeS 20-24 B. AU. MBCC54 ~ cmmmmeean F1.Fl.FIN9363 @ -co-ce-m- C--
B. AU. MBCC98 = --------- Y- - - F1.FR MP411 = cmmmmeceeo-
Epi t ope # HLA B. AU. MBCD36 - ------------ F2.CM MP255  ----a---- G -- (@)
20 WKGSPAI FQSSMI B7 B.CN.RL42 e C-- E2. CM MP257  ceeeeemeee - | -
21 SPAI FQSSM  B*3501 B.DE.D31 ceeemeeeeoaa- —
22 SPAI FQSSM B35 B.DE.HAN oo CONSENSUS-G =~ mmmmmmmmm -
23 SPAI FQSSM  B7 B.FR HXB2 = e GBE.DRCBL ~ ---emmmmmm-o-
24 SPAI FQSSMI  B7 B.GA. OYl e G Fl . HH8793  ceeemieeeao -
B. FR. HXB2 WKGSPAI FQSSMI B.GB.CAML = e G NG 92NE083 ccccmmmee-
B.GB.MANC = -----e-eo---- G SE. SE6165 = ---e---eo-a--
CONSENSUS-A - ---mmmm- e - - B. NL. 3202A21 - -------- G--
A KE. Q@3-CXGCG ------------- B.TWLMA9 e CONSENSUS-H s -
A. SE. SE6594 - ------------ B.US.AD8 = oo H BE.VI991 = e
A. SE. SE7253  ------------- B.US.BC = ceeeeeaaoo-- H.BE. VI 997 = cemmeeeeeaaao
A SE. SE7535 @ ------------- B. US. DH123 = ---eeeeee---- H. CF. 90CF056  ~---ccccceen-
A. SE. SE8131 = ------------- B.US.JRCSF  ceeeeee -
A. SE. SE8538 @ ----- S------- B.US.JRFL  ---i-aa----- CONSENSUS-J - -------- C--
A. SE. SE8891 @ ------------ | B.US. MNCG = —-emmmmeeea - J.SE. SE9173 = ceceeee-- C--
A UG 92U037 --------- A--- B. US. NY5CG ~  --------- C-- J. SE. SE9280 @ --------- C--
AUGWSS - S------ B. US. P896 = ceeeeeeeo---
AC. ET. EB099G ------------- B.US.RF ceeeeeaao-o CONSENSUS-K =~ mmmmmea - 2 -
AC.IN. 21301 --------- A -- B.US.SF2 e K. CD. EQTB11C ~  --------- C--
AC. RW92RW09 --------- N-- - B. US. WEAU160  --------ea- - K.CM MP535 = ceeeeeoo- H--
AC. SE. SE9488 ~ ------------- B.US.WR27  ----- To-Po---
AC. ZM zAMLI84 - ---- S------- B.US. YU2 = oo CONSENSUS-N =~ mmmmmm e - T--
ACD. SE. SE8603 ~  ------------- BF. BR 93BR029.4  ------------- N.CM YBF30  cemmmmeea- T--
AD. SE. SE6954 = -------------
AD. SE. SE7108 = ------------- CONSENSUS-C~ mmmmmmee oo o - - CONSENSUS- O cmmmmmmeeee -
ADU. CD. VAL - - - e -ee e oo C.BR 92BR025 = ----- S---- T- O CM ANT70C s
AG NG G3 mmmmeemeeoos C. BW96BW1B03  -=--=--=--=-- O CM MWP5180  —=mmmmema-
AG SE. SE7812 ~  --------- A--- C. BW96BW402 ------oo-o- |
AGHU. GA. VI 354  -------a---- C. BW96BW502 ------------- CONSENSUS-U - - - - - - Y---
AGHU. NO. NOG L3 --------- C-- C. BWo96BW 104 @ ----- S------ u. CD.vI1126 --------- Y---
AGJ. AU.BFPOO - I C.BW96BWL210 ---mmmmmmma--
AGJ. M.. 95M.8 ------------ | C. BW96BW5B0O3 @ ----- S---e- - - CONSENSUS- CPZ ™~ - mmmmmmme e e
AGU. CD. 2321  m-emeeme----- C. BW96BW 626 ~  ------------- CPZ. CD. CPZANT - -------- A---
CRFO1_AE. CF. 90CF40 ------------- C. BW96BWL7A09  ------------- CPZ. GA. CPZGAB - ---- Socem -
CRFO1_AE. TH. 93TH25 ------------- C ET.ETH2220  ----- P------ P CPZ. US. CPZUS cmmmmmeeeaas
CRFO1_AE. TH. CMR40 - ----------=- C.IN 21068 c--eencnn N - -
CRFO1_AE. TH. PAT-SC ------------- C.IN. 301904 = ccccecoo-
CRFO1_AE. TH. THO22 --------- CT- C.IN. 301905 = --------- C--
CRFO1_AE. TH. THO47 ------------- C.IN. 301999  --------- A---
CRF02_AG FR DJ263 --------- A -- C.IN. 941 N11246 - -----mmcmo--
CRF02_AG FR. DJ264 --------- A --
CRF02_AG NG IBNG  --------- A -- CONSENSUS-D = ccmmmmmmeee e -
CRFO3_AB. RU. KAL153 ------------- D. CD. 84ZR085 = ccmeemmeao-- |
CRF04_CPX. CY. 94CY0 --------- C-- D.CD.ELI e
CRF04_CPX. GR 97PVC --------- Y--- D.CD.NDK ~ emmmmemeeao--
CRF04_CPX. GR. 97PVM - - - - - - - - - C-- D.CD. 72226 ~  meeeemmeeea-
D. UG 94UGL141 -------moao--
CONSENSUS-B - ------------- DF.CD.VI961 --------- G--
B.-.NL43E9  --------- C--
B. AU.MBC18  ceeme---o--a- CONSENSUS-F~ =-mmmm--- c---
B. AU. MBC200 ------------- F1.BE.VI80 @ --------- C--
1-D-47



HIV CTL Epitope Alignments

Epi t ope #
25
26
27

KE. @3- CXC- CG
SE. SE6594
SE. SE7253
. SE7535

SE. SE8131

SE. SE8538

SE. SE8891
A. UG 92UR037
A. UG U455
AC. ET. E3099G
AC. I N. 21301
AC. RW 92RWD09
AC. SE. SE9488
AC. ZM ZAML84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADU. CD. MAL
AG NG G3
AG SE. SE7812
AGHU. GA. VI 354
AGHU. NO. NOGI L3
AGJ. AU. BFP90
AGJ. ML. 95M.8
AGU. CD. 2321
CRFO1_AE. CF. 90CF40
CRFO1_AE. TH. 93TH25
CRFO1_AE. TH. CM240
CRFO1_AE. TH. PAT- SC
CRFO1_AE. TH. TH022
CRFO1_AE. TH. TH047
CRF02_AG. FR. DJ263
CRF02_AG. FR. DJ264
CRF02_AG NG. | BNG
CRF03_AB. RU. KAL153
CRF04_CPX. CY. 94CY0
CRF04_CPX. GR. 97PVC
CRF04_CPX. GR. 97PVM

>>>>r>>
@)
m

CONSENSUS- B
B. -. NL43E9
B. AU. MBC18
B. AU. MBC200

RT Epitopes 25-29

Al FQSSMIK
Al FQSSMTK
Al FQSSMIK
Al FQSSMIK
Al FQSSMTK
Al FQSSMIK

----A---N
e A -
e A
G- - -
[ER VAR
Y o S

HLA
All

All, A3,

A3
A3. 1
A33

>
c

. MBC925
. MBCC54
. MBCCO8
MBCD36
RL42
D31
HAN
HXB2
Oyl
CAML
MANC

. 3202A21
LWA9
AD8

BC
DH123
JRCSF
JRFL
MNCG
NY5CG
P896
RF

SF2
WEAU160
WR27
YU2

z2zeg

FEBB2IMA

A*6801

G0 oo mmommommmmmmmmommmowm o

ErGEEEE6EE05562

BF. BR 93BR029. 4

CONSENSUS- C
BR. 92BR025
BW 96BW1B03
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220
.1 N. 21068

.1 N. 301904

. 1 N. 301905

. 1 N. 301999

. I N. 941 N11246

0000000000000 00

CONSENSUS- D
D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F
F1. BE. VI 850

F1. BR 93BR020. 1
F1. FI . FI N9363
F1. FR MP411

F2. CM MP255

F2. CM MP257

CONSENSUS- G
G BE. DRCBL
G FI . HH8793
G NG 92NG&083
G SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O CM ANT70C
O CM WP5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

RV A
cee-C---



RT Epitopes 30, 31

Epi t ope #

KE. Q@3- CXC- CG
SE. SE6594
SE. SE7253
. SE7535
SE. SE8131
SE. SE8538
SE. SE8891
A. UG 92URD37
A. UG U455
AC. ET. EB099G
AC. I'N. 21301
AC. RW 92RW09
AC. SE. SE9488
AC. ZM ZAML 84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADU. CD. VAL
AG NG &3
AG SE. SE7812
AGHU. GA. VI 354
AGHU. NO. NOG@ L3
AGJ. AU. BFP90
AGJ. M. 95M.8
AGU. CD. 2321

>>>>>>>
@)
m

NPDI VI YQY B*3501
HPDI VI YQY B35
NPDI VI YQY

--ELl----

CRFO1_AE. CF. 90CF40 --E------
CRFO1_AE. TH. 93TH25 --EM ----

CRFO1_AE. TH. CM240

CcEM----

CRFO1_AE. TH. PAT-SC --EM - - - -

CRFO1_AE. TH. TH022
CRFO1_AE. TH. THO47
CRF02_AG FR. DJ263
CRF02_AG FR DJ264
CRF02_AG. NG | BNG

R R
- EM----
CcBE-M---
I R
R

CRFO3_AB. RU. KAL153 --E------
CRFO4_CPX. CY. 94CY0 --E------

CRF04_CPX. GR. 97PV

P R,

CRF04_CPX. GR. 97PVM - -EM - - - -

CONSENSUS- B
B. -. NL43E9

B. AU. MBC18

B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54
B. AU. MBCC98

0 mmommommmmmmmmommmommm

6roEb6Eb0E0500
3
8

BF. BR 93BR029. 4

CONSENSUS- C
BR. 92BR025
BW 96BW1B03
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220
.1 N. 21068

.1 N. 301904

. 1 N. 301905

. 1 N. 301999

.1 N. 941 N11246

000000000000 000

CONSENSUS- D
D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F
F1. BE. VI 850

F1. BR 93BR020. 1

F1. Fl. FI N9363
F1. FR MP411

CcEM----
-EM----

F2. CM MP255
F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G Fl . HH8793
G NG 92NX083
G SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O CM ANT70C
O CM WP5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

HIV CTL Epitope Alignments

CEMb----
- EM----
CEMb----

S E2----

--?2M?---
oM L---
C-EM----

HE-l----
HEI----

-~ E?E-?--
--ELE-C-
--EVE----

-EM----
- EMb----

?--V?----
Y- AVE- - - -
e - T----
H-Vl----
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HIV CTL Epitope Alignments

i B. AU MBCC54 ~  ----------- F1.Fl.FIN9363 -----------
RT Epltopes 32_35 B. AU. MBCC98 ----me----- Fl1. FR. MP411 = cmmmmmeee oo
B. AU. MBCD36 ~ ----------- F2.CM MP255 = e emeeeeeaoo
Epi t ope # HLA B.CN.RL42  ceeeeaoan F2.CM MP257  eemeeean
32 VI YQYNMDDL A*0201 B.DE.D31 = = meeee-----
33 VI YQYMVDL A2 B.DE. HAN  a-ooo--- CONSENSUS- G~ mmmmmmmeee -
34 VI YQYMVDL A2, A*0202 B.FR HXB2 = - G BE. DRCBL  ccmmemmmee-
35 | YQYMDDLYV  A*0201 B.GA. OYl  eeeeeaoa- G Fl . HH8793 =ccmemem -
B. FR. HXB2 VI YQYNMDDL YV B.GB.CAML mmeemmeea- G NG 92NQ083 ccmmmmeme-
B.GB.MANC  a---------- G SE. SE6165 = csssceeeee-
CONSENSUS- A [ B. NL. 3202A21 -----------
A KE Q@3-CXC-CG ----------- B.TWLMAO —eeooo-- CONSENSUS- H R
A. SE. SE6594 [ B.US. AD8  eeeeaaoo-- H. BE. VI 991 [
A. SE. SE7253 R B.US.BC = s---ee----- H. BE. VI 997 [
A. SE. SE7535 I B. US. DH123 = ceeemeeaoa- H. CF. 90CF056  =--c-ccmmn-
A. SE. SE8131 [ B. US. JRCSF | ---mme e -
A. SE. SE8538 I B. US. JRFL [ CONSENSUS-J ™ e me e e oo - -
A. SE. SE8891 R B.US. MNCG ~  —----mm-m-- J.SE. SE9173  ceemmeemme-
A UG 92U®037  ----------- B.US. NY5CG ~~  mm---mmm--- J.SE. SE9280  ceeemeemee-
A UG W55 aeeeeeeaa- B.US.P896 = seee--maa--
AC. ET. EB099G ----------- B.US.RF  ceeeeiaaa- CONSENSUS- K S
AC.IN. 21301 ----------- B.US.SF2  eeeeeaa-- K. CD. EQTB11C clemmmm e
AC. RW92RW09 ----------- B. US. WEAU160 - ---------- K. CM MP535  memmmmeeeeo
AC. SE. SE9488 [ B.US.WR27  meeeeeoa -
AC. ZM ZAMI84 oo B.US. YU2 = eeeaaao-- CONSENSUS- N [
ACD. SE. SE8603 [ BF. BR 93BR029.4  ----------- N. CM YBE30 [
AD. SE. SE6954 @ -----------
AD. SE. SE7108 [ CONSENSUS-C~ mmmmmmmmm - CONSENSUS- O E-Peeeees
ADU. CD. VAL --------- - C. BR 92BR025 [ O. CM ANT70C (=2 o N
AGNG&B ----------- C.BW96BW1B03  ----------- O. CM MWP5180 (=R
AG SE. SE7812 - -------- C. BW96BW402 - cccceeeao-
AGHU.GA. V1354 ----------- C.BW96BW502 ----------- CONSENSUS- U~ cccmmmmeee-
AGHU. NO.NOG L3 ----------- C.BW96BWL104 ----------- U .CD. VI 1126  cmmmmmeeeas
AGJ. AU.BFP9O ----------- C. BW96BWL210 --------=--
AG). M. 95M.8 oo C. BW96BW5B03 ----------- CONSENSUS- CPZ P
AGQU. CD. 2321 ~  ----------- C. BW96BWL626 ~  ----------- CPZ. CD. CPZANT =S
CRFO1_AE. CF. 90CF40 ----------- C. BW96BWL7A09 ----------- CPZ. GA. CPZGAB S P
CRFO1_AE. TH. 93TH25 ----------- C. ET. ETH2220 ---memmem- CPZ. US. CPZUS [
CRFO1_AE. TH.CM240 ----- K----- C.IN. 21068 - ----------
CRFO1_AE. TH. PAT-SC ----------- C.IN. 301904 = cc-eeeann
CRFO1_AE. TH TH022 ----------- C.IN. 301905 = ccccc-oono--
CRFO1_AE. TH. TH047 ----------- C.IN. 301999  ccc-ooo--
CRF02_AG FR. DJ263 M-=--------- C. I N. 941 N11246 D----e----
CRF02_AG FR. DJ264 -----------
CRFO2_AG NG IBNG  ----------- CONSENSUS-D @ mmmmmmmmm e
CRFO3_AB. RU. KAL153 ----------- D. CD. 84ZR085 @ c-c-eemme--
CRF04_CPX. CY. 94CY0Q - ------=--- D.CD.ELI  eeeeeee-
CRF04_CPX. GR 97PVC ----------- D.CD.NDK e
CRFO4_CPX. GR 97PVM - - === ---- D.CD. 7226 eeeeeeee-
D. UG 94UG1141 [
CONSENSUS-B = --mm- - DF.CD. VI 961 = —---eeomeo-
B.-.NL43E9 -----------
B. AU. MBC18  ----------- CONSENSUS-F~ mmmmmeme e e
B. AU. MBC200 ----------- F1.BE.VI850 @ ------o-o--
B. AU. MBC925 = ----------- F1.BR 93BR020.1  ---c-cmomu-



RT Epitope 36

Epi t ope #
36
B. FR. HXB2

CONSENSUS- A
KE. 23- CXC- CG
SE. SE6594
SE. SE7253
. SE7535
SE. SE8131
SE. SE8538
SE. SE8891
A. UG 92UR037
A. UG U455
AC. ET. E3099G
AC. I'N. 21301
AC. RW 92RW09
AC. SE. SE9488
AC. ZM ZAML84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADU. CD. MAL
AG NG G3
AG. SE. SE7812
AGHU. GA. VI 354
AGHU. NO. NOG L3
AGJ. AU. BFP90
AGJ. M. 95M.8
AGU. CD. 2321
CRFO1_AE. CF. 90CF40
CRFO1_AE. TH. 93TH25
CRFO1_AE. TH. CM240
CRFO1_AE. TH. PAT- SC
CRFO1_AE. TH. THO22
CRFO1_AE. TH. THO47
CRF02_AG FR. DJ263
CRF02_AG FR DJ264
CRF02_AG NG. | BNG
CRFO3_AB. RU. KAL153
CRF04_CPX. CY. 94CY0
CRF04_CPX. GR 97PVC
CRF04_CPX. GR 97PVM

>>>>>>>
w
m

CONSENSUS- B
B. -. NL43E9

B. AU. MBC18

B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54
B. AU. MBCC98
B. AU. MBCD36

B.CN.RL42  -------- A
B.DE.D31 = ceeee-----
B. DE. HAN R
B.FR HXB2 ~ ----------
B.GAOYI e
B.GB.CAML ----------
B.GB.MANC = c---------
B. NL. 3202A21 = ----------
B.TWLMA9 - |-
B.US.AD8 = eeeeee----
B.US.BC = eeeeee----
B. US. DH123 R
B.US. JRCSF  ----------
B.US.JRFL -------- A
B.US. MN\CG -------- A
B. US. NY5CG =~ ----------
B.US.P896 = -------- A
B.USSRF  -------- |-
B.US.SF2 = ceeeea---
B. US. WEAU160 ----------
B. US. \R27 Nemmmmmmm -
B.US. YU2 = eeeeeee---
BF. BR 93BR029.4  ----------
CONSENSUS-C - ------ A
C.BR 92BR025 = -------- A
C. BW96BW1B03  ------- TA-
C. BW96BW402 -------- A
C. BW96BW502 ------ R AQ
C. BW96BW104 -------- AR
C. BW96BW210 ------- TA-
C. BW96BW5B03 ~  -------- A
C. BW96BW626 ~  -------- A
C. BW96BWL7A09 -------- A
C. ET. ETH2220 -------- AP
C.IN 21068  -------- A
C.IN. 301904  -------- A
C.IN 301905  -------- A
C.IN 301999  -------- A
C. I N. 941 N11246 ~  -------- A
CONSENSUS-D == --------
D. CD. 84ZR085 ~  -------- A
D.CD.ELI eeee----
D.CD.NDK = eeeeeeo--
D.CD. 2226 ~  -eemmm----
D. UG 94UG1141  -------- |-
DF.CD. VI961 = ----------
CONSENSUS-F - ----- - - -
F1.BE.VI80 ----------
F1.BR 93BR020.1  ----------
F1.Fl.FIN9363 W  ----------
F1. FR MP411 S R V !
F2.CM MP255 oo
I-D-51

DEC 99

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

HIV CTL Epitope Alignments
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HIV CTL Epitope Alignments

RT Epitope 37

Epi t ope #
37
B. FR. HXB2

CONSENSUS- A
KE. 23- CXC- CG
SE. SE6594
SE. SE7253
. SE7535
SE. SE8131
SE. SE8538
SE. SE8891
A. UG 92UR037
A. UG U455
AC. ET. E3099G
AC. I'N. 21301
AC. RW 92RW09
AC. SE. SE9488
AC. ZM ZAML84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADU. CD. MAL
AG NG G3
AG. SE. SE7812
AGHU. GA. VI 354
AGHU. NO. NOG L3
AGJ. AU. BFP90
AGJ. M. 95M.8
AGU. CD. 2321
CRFO1_AE. CF. 90CF40
CRFO1_AE. TH. 93TH25
CRFO1_AE. TH. CM240
CRFO1_AE. TH. PAT- SC
CRFO1_AE. TH. THO22
CRFO1_AE. TH. THO47
CRF02_AG FR. DJ263
CRF02_AG FR DJ264
CRF02_AG NG. | BNG
CRFO3_AB. RU. KAL153
CRF04_CPX. CY. 94CY0
CRF04_CPX. GR 97PVC
CRF04_CPX. GR 97PVM

>>>>>>>
w
m

CONSENSUS- B
B. -. NL43E9
B. AU. MBC18
B. AU. MBC200

KI EELRQHL A2
KI EELRQHL

E----- E--

B.CN.RL42 cememe--
B.DE. D31  ceeeee--
B.DE. HAN  —-e-e--
B.FR HXB2 ~  ce-eeee--
B.GA OY  ceeeeen--
B.GB.CAML ~ c---e-e--
B.GB.MANC ~ ------- v
B.NL. 3202A21  c---e-e--
B. TW LM19 RV
B.US. AD8 ~ ceeme--
B.US.BC ceeeee--
B.US.DHI23 ~  -e-ee-e--
B.US.JRCSF  ceeeeoe--
B.US.JRFL  ceeeeee--
B.US. MNCG ~ ------ R-
B.US. NY5CG ~ ce-ee-e--
B. US. P896 ceiDoe--
B.US.RF  ------ E -
B.US. SF2  ceeeee--
B.US. WEAUL160 ~ -=-------
B.US.WR27  ceeeeee--
B.US. YU2 =~ ceeeeee--
BF. BR 93BR029.4  ---------
CONSENSUS-C~ =-=--- e--
C.BR 92BR025 ~  ------ E--
C. BW 96BW1B03 ---- SKE- -
C.BW96BW402  ------ E--
C. BW 96BW502 Q----E--
C. BW 96BW.104 Ro---- K- -
C.BW96BW210 ------ E -
C.BW96BW5B03 ~  ------ K- -
C.BW96BW626 ~  ------ T -
C.BW96BWM7A09 ------ E--
C. ET. ETH2220 P E -
C.IN.21068 ------ K- -
C.IN. 301904 =----- G-
C.IN. 301905 =----- E--
C.IN.301999  c---ec---
C.IN. 941 N11246  ------ E--
CONSENSUS-D ~ =-=--- e--
D. CD. 84ZR085 o Ke-E--
D. CD. ELI i Ke-E--
D.CD.NDK ~ —eeee- E. -
D.CD. 7226 ~  -e---- E-
D. UG 94UGL141 ------ G-
DF. CD. VI 961  ------ E--
CONSENSUS-F~ =----- E--
F1.BE.VI850 ------ E-
F1.BR 93BR020.1  ------ E--
F1.Fl.FIN9363 ------ E--
F1. FR MP411  ------ E-
F2.OM MP255  —=---- E--

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

______ E__
______ E__
______ E- -
e eKe--E--
______ E__
______ E- -
______ A- -
______ A__
______ A__
______ A- -
e eKe--E--
e Ke--E--
s eKe--E--
______ E__
______ E- -
______ E__
AV-D- - D- -
AV-D- - D- -
R?-L--E--
R-L--E--
RV- L- - E- -
______ E- -
______ E__
[ VS S
M- Ke----
SV-L---Y-



RT Epitope 38

Epi t ope #
38
B. FR. HXB2

CONSENSUS- A
KE. 23- CXC- CG
SE. SE6594
SE. SE7253
. SE7535
SE. SE8131
SE. SE8538
SE. SE8891
A. UG 92UR037
A. UG U455
AC. ET. E3099G
AC. I'N. 21301
AC. RW 92RW09
AC. SE. SE9488
AC. ZM ZAML84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADU. CD. MAL
AG NG G3
AG. SE. SE7812
AGHU. GA. VI 354
AGHU. NO. NOG L3
AGJ. AU. BFP90
AGJ. M. 95M.8
AGU. CD. 2321
CRFO1_AE. CF. 90CF40
CRFO1_AE. TH. 93TH25
CRFO1_AE. TH. CM240

>>>>>>>
w
m

EELRQHLLRW B44
EELROHLLRW

----a---s-
R N
----5--&
R N
----E--&
R N
Y N
----A--S
i E---K-

e E---K-
e A--S
e A - K-
e A---S
-G --K-
e E---K-
e E---K-
--__N_____

e A - - K-
et E--- K-
et E--- K-
-D--A---S
----A--S
----A--S

CRFO1_AE. TH. PAT-SC ----A---S

CRFO1_AE. TH. THO22
CRFO1_AE. TH. THO47
CRF02_AG FR. DJ263
CRF02_AG FR DJ264

----A--S
- A--S
e iE---K-
et E---K-

CRF02_AG NG I BNG ----G--K-
CRFO3_AB. RU. KAL153 ----E-----
CRF04_CPX. CY. 94CY0 ----E-----
CRF04_CPX. GR. 97PVC ----E-----
CRFO4_CPX. GR. 97PVM - - - - E-- - - -
CONSENSUS-B~ ==--mmmmn-
B.-.NL43E9  eeeeeeee--
B. AU MBC18 ~  s--me--- K-
B. AU. MBC200 TR
B. AU MBC925 ~  s--e-ee--
B. AU. MBCC54 ~ c--ee--- K-
B. AU. MBCC98 e cRo----
B. AU MBCD36 ~ ---e---e--

B.ON.RL42 meememeoe-
B.DE. D31 ceeeeeeoe-
B.DE HAN  coe-e-e- K-
B.FR HXB2 ~  seeeeoeoe-
B.GA OV  eeeeeeeoa-
B.GB.CAML ~ ceememeoe-
B.GB.MANC ~  ----- Y- K-
B.NL.3202A21  <-=-------
B.TWLMIO  memmememn-
B.US. AD8 ~ meemememe-
B.US.BC  eeeeeee-e-
B.US.DHI23 ~  =-e-e-e-e-
B.US.JRCSF ~ -c------ K-
B.US.JRFL  =eemeoeon-
B. US. MNCG ce - Ro----
B.US. NYSCG ~ =-e-e-eoe-
B. US. P896 Do K-
B. US. RF Bk
B.US. SF2  eeeeeeeee-
B. US. WEAU160 ~ =-=-=-----
B.US.WR27 ~ eeeeemeoe-
B.US. YU2 =~ meemeeeoe-
BF. BR 93BR029. 4 ----------
CONSENSUS- C e eoke
C. BR 92BR025 =
C. BW 96BW1B03 - - SKE- - - K-
C. BW 96BW402 =
C. BW 96BW502 =
C. BW 96BWL104 e Keeo--
C. BW 96BWL.210 B K-
C. BW 96BWL5B03 i Keeo--
C. BW 96BW.626 N e
C. BW 96BWL7A09 el Ee-K-
C. ET. ETH2220 i Ee-K-
C.IN. 21068 e Keeee-
C. I'N. 301904 G- K-
C.I'N. 301905 =S
C.IN. 301999 ----z----
C.I'N. 941 N11246 e Ee- K-
CONSENSUS- D -
D. CD. 84ZR085 cKe-Eeo---
D. CD. ELI Ke-E-me--
D. CD. NDK =,
D. CD. 7276 =
D. UG 94UGL141 G- K-
DF. CD. VI 961 e Ee--K-
CONSENSUS- F el Eeok-
F1. BE. VI 850 =
F1.BR 93BR020.1  ----E---K-
F1. Fl . FI N9363 =
F1. FR MP411 =
F2. CM MP255 =

I-D-53
DEC 99

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

HIV CTL Epitope Alignments

e E---K-

e A - - K-
K---E---K-
K---E---K-
K---E---K-

N

-L---Y--T-
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HIV CTL Epitope Alignments

RT Epitope 39

Epi t ope #

39 LLRAGLTTPDKK A2
B. FR. HXB2 LLRWGLTTPDKK
CONSENSUS- A P
A KE. @3-CXC-CG  --S--1-----
A. SE. SE6594 S -F----Q
A. SE. SE7253 S Fe-en--
A. SE. SE7535 e S Fe-eo--
A. SE. SE8131 --S-FF---Q
A. SE. SE8538 Sl
A. SE. SE8891 i S F--e---
A UG 92U®037 DS
A UG U455 -8 -Fl-----
AC. ET. E3099G I - KXXXX- - - - -
AC.IN. 21301 ----- Foooo--
AC. RW 92RW09 coKe-Fe-eme-
AC. SE. SE9488 S Feeen--
AC. ZM ZAML84 coKe-Fememe-
ACD. SE. SE8603 S S
AD. SE. SE6954 coKe-Fe-eme-
AD. SE. SE7108 --K--FY---Q
ADU. CD. MAL ceKeoFemeon
AGNG&E ----- =S
AG SE. SE7812  ----- Foo--E-
AGHU. GA. VI 354 coKe-Fe-eee-
AGHU. NO.NOGI L3 ---ccmomm---
AGJ. AU. BFP90 cKemmmmmme
AGJ. M. 95M.8 coKe-Femeee-
AGU.CD. 7321  ----- Foooee-
CRFO1_AE. CF. 90CF40 --S--F------
CRFO1_AE. TH. 93TH25 --S--F------
CRFO1_AE. TH.CM240 --S--F------
CRFO1_AE. TH. PAT-SC --S--F------

CRFO1_AE. TH. TH022 --S--F---G -
CRFO1_AE. TH. TH047 --S-F----Q

CRF02_AG FR DJ263 --K--F------
CRFO2_AG FR DJ264 --K--F------
CRF02_AG NG IBNG  --K--F------
CRFO3_AB. RU. KAL153 ----- Foooeon
CRF04_CPX. CY. 94CY0 ----- Foooeon
CRF04_CPX. GR. 97PVC - -- - - FY-----
CRF04_CPX. GR. 97PVM - - - - - FF---Q
CONSENSUS-B ~ ----- oo
B.-.NL43E9  ----- Floono-
B. AU. NBC18 coKe-Femeon-
B. AU. MBC200  ----- Foeoeos
B. AU. MBC925 ~  ----- S
B. AU. NBCC54 Ko -Fememe-
B. AU. MBCCO8 ~ ----- S
B.AU. MBCD36 ~  ----- Foeoeos

B.CN.RL42  ----- Feemm--
B.DEED31 = ----- | =
B. DE. HAN ceKe-F------
B.FR HXB2 = ceeeeaao---
B.GAOVI ----- | =
B.GB.CAML  ceeeeaaoo--
B. GB. MANC S
B. NL. 3202A21  ----- Feeem--
B.TwLMW9  ----- | =
B.Us.AD8  ----- Foven--
B.us.BC = ----- Foven--
B. US. DH123 ~ ------ F---Q
B. US. JRCSF ceKe-F------
B.US.JRFL ----- | =
B.US.MNCG ~ ----- Feemm--
B. US. NY5CG ~ ----- | =
B. US. P896 K- -F------
B. US. RF K -F------
B.US.SF2 ----- | =
B. US. W\EAU160 ----- Feeem--
B.US.WR27  ----- | =
B.US.yu2 - ----- Foven--
BF. BR 93BR029.4  ----- Foomm--
CONSENSUS- C S P
C. BR 92BR025 G
C. BW 96BW1B03 --K--F------
C. BW 96BW402 ceKeme - Y- -
C. BW 96BW502 K- Feee- -
C.BW96BW 104 ----- Feeem--
C. BW96BWL 210 S
C. BW96BW5B03 ----- Feeem--
C. BW 96BWL.626 K- Fmee- -
C. BW 96BW.7A09 K -Feee--
C. ET. ETH2220 Ko -Fee---
C.IN. 21068  ----- | =
C.I'N. 301904 Ko -F------
C.IN.301905 ----- | =
C.IN.301999  ----- Feeem--
C. I N. 941 N11246 Y ) T
CONSENSUS-D - ---- fomenan-
D. CD. 84ZR085 ~  ------------
D.CD.ELI  ----- F-R----
D.CD.NDK  ----- | =
D. CD. z2z6 ~ ----- Feemm--
D. UG 94UG1141 ) .
DF. CD. VI 961 T
CONSENSUS- F S ——
F1.BE.VI850 ----- Feeem--
F1. BR 93BR020. 1 Y .
F1. FI . FI N9363 S
F1. FR MP411 ceKe-F------
F2. CM MP255 T
I-D-54

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS



HIV CTL Epitope Alignments

1 B. AU. MBCC98 ~ ---------- F1. FR MP411 --Q------
RT EpltopeS 40_42 B. AU. MBCD36 o ---------- F2. CM MP255 --Q---S-
B. CN. RL42 M- F2. CM MP257 AQ-DS--
Epi t ope # HLA B. DE. D31 e T - - @)
40 Pl VLPEKDSW B*5701 B.DE.HAN  --eeao---- CONSENSUS- G --Q---E-- —
41 | VLPEKDSW B*5701 B*5801 B.FR HXB2 ~ ---------- G BE. DRCBL --Q-NEN —
42 | VLPEKDSW B57 B. GA. OvI M- G FI . HH8793 --Q---E--
B. FR. HXB2 Pl VLPEKDSW B. GB. CAML --M--- - G NG 92N®083 --Q---ED
B. GB. MANC B B G. SE. SE6165 --Q-DE--
CONSENSUS- A --?----e-- B. NL. 3202A21 ----------
A. KE. @3- CXC- CG B B. TWLM9 aemem---- CONSENSUS- H SVK- - - - - -
A. SE. SE6594 - ------ E-- B.US.AD8 - H. BE. VI 991 B/
A. SE. SE7253 --E----E- B.Uus.BC = ---------- H. BE. VI 997 Y/ G
A. SE. SE7535 - ------ E- - B. US. DH123 ~ ---------- H. CF. 90CF056 TVK-------
A. SE. SE8131 --K----E-- B.US.JRCSF  ----------
A. SE. SE8538 --N---E- B.US.JRFL - CONSENSUS- J --Q---ED
A. SE. SE8891 --Q - N EN B.US. MNCG - --------- J. SE. SE9173 --Q---ED
A. UG 92UQR037 --E----E- B. US. NY5CG ~  ---------- J. SE. SE9280 --Q---ED
A. UG W55 Q- B.US.P896 = oo
AC. ET. E3099G --Q-D--- B.USRF - CONSENSUS- K --Q-D---
AC. I N. 21301 Q- B. US. SF2 M- K. CD. EQTB11C --Q-D---
AC. RW 92RW09 S-Q------ B. US. WEAU160 --Ke---E-- K. CM MP535 --Q-D---
AC. SE. SE9488 --Q-D--- B. US. WR27 R =
AC. ZM ZAML84 S-Q - B.US. YU2 = e CONSENSUS- N e Ke--- - V-
ACD. SE. SE8603 S K---E- BF. BR. 93BR029.4  ---------- N. CM YBF30 e Ke--- - V-
AD. SE. SE6954 --T----E-
AD. SE. SE7108 --K----E-- CONSENSUS- C --Q------- CONSENSUS- O ?2-Q-?-?2V-
ADU. CD. VAL --Q-DE-- C. BR. 92BR025 Q- O. CM ANT70C SQ-N-V-
AG. NG &3 --Q-NE-- C. BW 96BW1B03 --N---E-- O. CM MP5180 --Q-DEV-
AG. SE. SE7812 ---------- C. BW 96BW402 --Q-D---
AGHU. GA. VI 354 TVK------- C. BW 96BW502 --Q-D--- CONSENSUS- U --Q-DED
AGHU. NO. NOG L3 --Q-DE-- C. BW 96BWL.104 S-K----E-- U. CD. VI 1126 --Q-DED
AGJ. AU. BFP90 --Q-DE-- C. BW 96BWL210 --Q---E-
AGJ. M. 95M.8 --Q-D--- C. BW 96BWL5B03 --E----E-- CONSENSUS- CPZ --Q----e7?-
AGU. CD. 2321 --Q-DE-- C. BW 96BWL626 --Q-D--- CPZ. CD. CPZANT K- K---P-D
CRFO1_AE. CF.90CF40 ---------- C. BW 96BWL7A09 Q- CPZ. GA. CPZGAB --Q---EV-
CRFO1_AE. TH. 93TH25 --E------- C. ET. ETH2220 --Q------ CPZ. US. CPZUS --Q-QEl-
CRFO1_AE. TH.CM240 --E------- C. I N. 21068 --Q -
CRFO1_AE. TH. PAT-SC --E------- C. I N. 301904 --Q------
CRFO1_AE. TH. TH022 --E------- C. I N. 301905 --Q -
CRFO1_AE. TH. THO47 --E------- C. I N. 301999 Q-
CRF02_AG FR DJ263 --Q------ C. I N. 941 N11246 --Q------
CRF02_AG FR. DJ264 --Q------
CRFO2_AG NG IBNG  -VE------- CONSENSUS- D s-?----E-
CRFO03_AB. RU. KAL153 ---------- D. CD. 84ZR085 ST----E-
CRF04_CPX. CY. 94CY0 --QPA----- D. CD. ELI S K---E-
CRF04_CPX. GR 97PVC --Q ------ D. CD. NDK - N---E--
CRF04_CPX. GR 97PVM - - Q V--E- - D. CD. Z2Z6 S-K----E--
D. UG 94UG1141 --H---E-
CONSENSUS-B === ------- DF. CD. VI 961 QN
B.-.NL43E9 = ----------
B. AU. MBC18 ~ ---------- CONSENSUS- F --Q-d----
B. AU. MBC200 ---------- F1. BE. VI 850 QN
B. AU. MBC925 ~ ---------- F1. BR 93BR020. 1 --Q-D---
B. AU. MBCC54  ---------- F1. Fl . FI N9363 --Q-D---
1-D-55
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HIV CTL Epitope Alignments

Epi t ope #
44
B. FR. HXB2

CONSENSUS- A

SE. SE6594
SE. SE7253
. SE7535
SE. SE8131
SE. SE8538
SE. SE8891

>>>>>>>
w
m

A. UG 92UR037

A. UG U455

AC. ET. E3099G

AC. I'N. 21301

AC. RW 92RW09
AC. SE. SE9488
AC. ZM ZAML84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108

ADU. CD. MAL
AG NG G3

AG. SE. SE7812
AGHU. GA. VI 354

AGHU. NO. NOG

AGJ. AU. BFP90
AGJ. M. 95M.8

AGU. CD. 7321
CRFO1_AE. CF
CRFO1_AE. TH
CRFO1_AE. TH
CRFO1_AE. TH
CRFO1_AE. TH
CRFO1_AE. TH
CRF02_AG FR
CRF02_AG FR
CRF02_AG NG
CRFO3_AB. RU

RT Epitope 44

LVGKLNWASQ Y  Bwe2
LVGKLNWASQ Y

KE. @3- CXC- CG  ~---nmmmme--

L3 cmemeoeeo-

90CFA40Q - --mmmmmmnn-
93TH25 - ---cmmcmn--
CMRA0 - ---mmmmmm--
PAT-SC - -=cmemmmnn-
THO22 <--eecmeo-n-

DI264 ----------- E

IBNG ------------
KAL153 ------------

CRFO4_CPX.CY.94CY0Q ------------
CRF04_CPX. GR 97PVC ------------
CRF04_CPX. GR 97PVM ------------

CONSENSUS- B
B. -. NL43E9

B. AU. MBC18

B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54
B. AU. MBCC98
B. AU. MBCD36

T0 00 00 00 09 09 00 00 09 00 09 09 00 00 00 00 00 09 00 0 O GO

argtaiztdaiat ot
3
8

YU2

BF. BR. 93BR029. 4

CONSENSUS- C
BR. 92BR025
BW 96BW1B03
BW 96BW402
BW 96BW502
BW 96BWL.104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220
.1 N. 21068

. 1 N. 301904

.1 N. 301905

. 1 N. 301999

.1 N. 941 N11246

000000000000 000

CONSENSUS- D
D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F
F1. BE. VI 850

F1. BR 93BR020. 1

F1. FI . FI N9363
F1. FR MP411
F2. CM MP255

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS



RT Epitope 45

Epi t ope #
45
B. FR. HXB2

CONSENSUS- A
KE. @3- CXC- CG
SE. SE6594
SE. SE7253

. SE7535
SE. SE8131
SE. SE8538
SE. SE8891

A. UG 92UR037

A. UG U455

AC. ET. E3099G

AC. I N, 21301

AC. RW 92RWD09

AC. SE. SE9488

AC. ZM ZAML84

ACD. SE. SE8603

AD. SE. SE6954

AD. SE. SE7108

ADU. CD. MAL

AG NG G3

AG SE. SE7812

AGHU. GA. VI 354

AGHU. NO. NOGI L3

AGJ. AU. BFP90

AGJ. ML. 95M.8

AGU. CD. 2321

CRFO1_AE. CF. 90CF40

CRFO1_AE. TH. 93TH25

CRFO1_AE. TH. CM240

CRFO1_AE. TH. PAT- SC

CRFO1_AE. TH. TH022

CRFO1_AE. TH. TH047

CRF02_AG. FR. DJ263

CRF02_AG. FR. DJ264

CRF02_AG. NG. | BNG

CRF03_AB. RU. KAL153

CRF04_CPX. CY. 94CY0

CRF04_CPX. GR. 97PVC

>>>>>>>
w
m

YPG KVRQL  B42

CRF04_CPX. GR. 97PVM - A- - - - K- -

CONSENSUS- B
B. -. NL43E9

B. AU. MBC18

B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54
B. AU. MBCC98
B. AU. MBCD36

YPA KVRQL
-a----k--
A ---K--
______ K__
A - K- -
A
A - K- -
A - K- -
V----K--
A ---K--
A ---K--
A ---K--
A ---K--
A
______ K- -
A ---K--
______ K- -
______ K__
A ---K--
SS - K--
------ KH-
______ K- -
CAmmm -
A - K- -
A ---K--
______ K- -
______ K- -
A ---K--
A ---K--
FA----K--
-A--- 1 K--
A -
______ K__
______ K- -
-a----k--
N
______ K__
A - K- -
A ---K--
______ K- -
-A--RK--

B. CN. RL42 -A----KE-
B. DE. D31 Ao
B. DE. HAN “A----K--
B.FR HXB2 = ---------
B. GA. Ovl A - - - KN
B. GB. CAML “A----K--
B.GB.MANC ------ K- -
B. NL. 3202A21 -A---- H
B. TW LMA9 N
B. US. AD8 A ---K--
B. US. BC S K--
B. US. DH123 “A----K--
B. US. JRCSF A ---K--
B. US. JRFL “A----K--
B. US. MNCG “A----K--
B. US. NY5CG N
B. US. P896 “A----K--
B. US. RF “A----K--
B. US. SF2 “A----K--
B. US. WEAU160 A ---K--
B. US. \R27 “A----X--
B. US. YU2 Ao
BF. BR 93BR029. 4 A
CONSENSUS-C - --------
C.BR 92BR0O25 = ---------
C.BW96BW1B03 ~ ---------
C. BW 96BW402 ----R KH
C. BW96BW502 ---------
C. BW96BWL 104 S VA
C.BW96BW210 ---------
C. BW96BW5B03 ---------
C. BW96BW626 ~  ---------
C. BW 96BWL7A09 <A ---K--
C ET. ETH2220 ---------
C.IN 21068 = ---------
C.IN 301904  ---------
C.IN 301905  ---------
C.IN 301999  ------ K- -
C.IN. 941 N11246 ~ ---------
CONSENSUS-D - --------
D. CD. 84ZR0O85 ------ K- -
D.CD. ELI e
D. CD. NDK “A----K--
D.CD. 72226 = ---------
D. UG 94UG1141 ---------
DF.CD.VI961T ~  ------ K- -
CONSENSUS-F - ----- K- -
F1.BE.VI80 W = ------- P-
F1.BR 93BR020.1  ------ K- -
F1.Fl.FIN9363  ---------
F1.FR MP411 ----- | K- -
F2. CM MP255 ----RI KH
I-D-57

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

HIV CTL Epitope Alignments
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HIV CTL Epitope Alignments

RT Epitopes 46, 47

Epi t ope # HLA
46 | PLTEEAEL B*3501
47 | PLTEEAEL B35, B51
B. FR. HXB2 | PLTEEAEL
CONSENSUS- A Y

A KE. @3- CXC- CG Vs P

A. SE. SE6594 VE--cmeo-

A. SE. SE7253 1V, S

A. SE. SE7535 Vs

A SE. SE8131 Vs

A. SE. SE8538 1V; S

A. SE. SE8891 Vs

A UG 92U®x037 Vs P

A UG U455 Vs

AC. ET. E3099G Vs P

AC. I N. 21301 VAR

AC. RW 92RW09 (VAR

AC. SE. SE9488 Vs P

AC. ZM ZAML84 V---KG - -

ACD. SE. SE8603 Vs P

AD. SE. SE6954 (VAR

AD. SE. SE7108 VAR

ADU. CD. MAL VAR N

AG NG &3 (VAR

AG. SE. SE7812 Vs P

AGHU. GA. VI 354 (VAR

AGHU. NO. NOGl L3 Voo Ao -

AGJ. AU. BFP90 Ve An---

AGJ. M. 95M.8 Voo Acm--

AGU. CD. 7321 Voo Ao -

CRFO1_AE. CF. 90CF40 VT-------
CRFO1_AE. TH. 93TH25 V--------
CRFO1_AE. TH. CMR40  V--------
CRFO1_AE. TH. PAT-SC V--------
CRFO1_AE. TH. TH022 V--------
CRFO1_AE. TH. THO47 V--------
CRFO2_AG FR. DJ263 V--------
CRF02_AG FR. DJ264 V--------
CRFO2_AG NG I BNG  VA-------
CRFO3_AB. RU. KAL153 ----A----
CRF04_CPX. CY. 94CY0 V---T----
CRF04_CPX. GR 97PVC V---T----
CRF04_CPX. GR. 97PVM V---T--- -

OONSENSUS- B~ <cccmmm--
B. -. NL43E9 VAR
B. AU. MBCl8 ~  c---mee--
B. AU. MBC200 Voo Ken--
B. AU. MBC925 Voo Ken--
B. AU. MBCC54 ~ —---ao--
B. AU. MBCC98 - -m----

0 mmommommmmmmmmommmommm

6roEb6Eb0E0500
3
8

o)
@
@
b3
o
w
2
N
o
S

CONSENSUS- C
BR. 92BR025
BW 96BW1B03
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220
.1 N. 21068

.1 N. 301904

. 1 N. 301905

. 1 N. 301999

.1 N. 941 N11246

000000000000 000

CONSENSUS- D
D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F

F1. BE. VI 850

F1. BR 93BR020. 1
F1. Fl. FI N9363
F1. FR MP411

VA

V---a----
Voo A -
(VAN R

F2. CM MP255
F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G Fl . HH8793
G NG 92NX083
G SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O CM ANT70C
O CM WP5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

VoA
Voo A
V2--A---m
VSM A- - - M
Voo A
V---A--M
VS--A---M
VeeoKe---
VeooKe---
Voo oK -
-.__K____
Ve--Re---
V---R---
V---R---
Voo A
(VAN N
Voo A -
VNF- - - - -
VNF- - - - - -
V--82----
V--SR----
V- - SK- - - -
VoA
Voo A
V2?2 2o -
VMR- - - -
VeooPen--
VNE- H - - M



RT Epitopes 48-52

Epi t ope #

48 El LKEPVGHV

49 | LKEPVHGVY

50 | LKEPVHGV

o1 | LKEPVHGV

52 | LKEPVHGVY
B. FR. HXB2 El LKEPVHGVY
CONSENSUS- A S IR
A KE. Q@3-CXCG-CG  ---=--=m-=-
A. SE. SE6594 e Dmme-
A. SE. SE7253 S S W
A. SE. SE7535 e D--- A
A. SE. SE8131 S S W
A. SE. SE8538 Y S
A. SE. SE8891 S W
A. UG 92Ux037 e D--- A
A UG U455 S S
AC. ET. E3099G e D --W-
AC. IN. 21301  cmmmmem---
AC. RW 92RW09 - ----------
AC. SE. SE9488 e -RD------
AC. ZM ZAML84 N S W
ACD. SE. SE8603 e eiD-m--
AD. SE. SE6954 - ---e-c----
AD. SE. SE7108 - ----------
ADU. CD. MAL ~ meemeemem o
AGNG GB 0 emmmeea-
AG SE. SE7812  -----------
AGHU. GA. VI 354  —c-eoo-
AGHU. NO. NOGI L3 =--mmmem---
AGJ. AU. BFP90 - -m-eme----
AGJ. ML. 95ML8  ----m-o----
AGU. CD. Z321  cmmmmee--
CRFO1_AE. CF. 90CF40 ----T------
CRFO1_AE. TH. 93TH25 ---Rl------
CRFO1_AE. TH.CM240 ----T------
CRFO1_AE. TH. PAT-SC ----T------
CRFO1_AE. TH. TH022 ----T------
CRFO1_AE. TH. TH047 ----T------
CRF02_AG FR DJ263 -----------
CRF02_AG FR. DJ264 -----------
CRF02_AG NG | BNG  -----------
CRFO3_AB. RU. KAL153 -----------
CRF04_CPX. CY. 94CY0 --------- A
CRF04_CPX. GR. 97PVC --------- A
CRF04_CPX. GR. 97PVM - - - - - - - - - A
CONSENSUS-B~ =-mmmmmmm-
B.-.NL43E9 cemeeee-o--
B. AU. MBC18 R ~ S
B. AU. MBC200 s-eemmm-a-

HLA
A*0201
A*0201
A2
A2, A*0202
Bw62

>
c

. MBC925
. MBCC54
. MBCCO8
MBCD36
RL42
D31

HAN
HXB2
Oyl
CAML
MANC

. 3202A21
LWA9
AD8

BC
DH123
JRCSF
JRFL
MNCG
NY5CG
P896

RF

SF2
WEAU160
WR27
YU2

BF. BR 93BR029. 4

z2zeg

09 00 09 00 00 09 00 00 09 00 00 09 00 (0 09 60 0 09 00 00 00 00 0 (0 00 OO
FBBRIRMS:

ErGEEEE6EE05562

CONSENSUS- C
BR. 92BR025
BW 96BW1B03
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220
.1 N. 21068

.1 N. 301904

. 1 N. 301905

. 1 N. 301999

. I N. 941 N11246

0000000000000 00

CONSENSUS- D
D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F
F1. BE. VI 850

_____ (S
QA
L lE-
e xe--
A
---------- F
IR
M-
A
1-D-59

F1. BR 93BR020. 1
F1. FI . FI N9363
F1. FR MP411

F2. CM MP255

F2. CM MP257

CONSENSUS- G
G BE. DRCBL
G FI . HH8793
G NG 92NG&083
G SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O CM ANT70C
O CM WP5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS
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HIV CTL Epitope Alignments

Epi t ope #

RT Epitopes 53, 54

Q YQEPFKNLKTG Al1l
I YQEPFKNLK A1l
Q YQEPFKNLKTG

KE. @3- CXG- G - -F-ermmmnnn-

SE. SE6594
SE. SE7253
. SE7535
SE. SE8131
SE. SE8538
SE. SE8891

>>>>>>>
@)
m

A. UG 92U&037

A. UG U455

AC. ET. E3099G

AC. I'N. 21301

AC. RW 92RW09
AC. SE. SE9488
AC. ZM ZAML 84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108

ADU. CD. VAL
AG NG &3

AG SE. SE7812
AGHU. GA. VI 354

AGHU. NO. NOd

AGJ. AU. BFP90
AGJ. M. 95M.8

AGU. CD. 2321
CRFO1_AE. CF.
CRFO1_AE. TH.
CRFO1_AE. TH.
CRFO1_AE. TH.
CRFO1_AE. TH.
CRFO1_AE. TH.
CRF02_AG. FR.
CRF02_AG. FR.
CRF02_AG. NG
CRF03_AB. RU.

L3 ------ |2

DI264 -------------
IBNG -------------
KAL153 -------------

CRFO4_CPX. CY. 94CY0Q ------ oo
CRF04_CPX. GR. 97PVC ------ VAR
CRFO4_CPX. GR. 97PVM - - - - - - VAR

CONSENSUS- B
B. -. NL43E9

B. AU. MBC18

B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54
B. AU. MBCC98

0 mmommommmmmmmmommmommm

6roEb6Eb0E0500
3
8

BF. BR 93BR029. 4

CONSENSUS- C
BR. 92BR025
BW 96BW1B03
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220
.1 N. 21068

.1 N. 301904

. 1 N. 301905

. 1 N. 301999

.1 N. 941 N11246

000000000000 000

CONSENSUS- D
D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F
F1. BE. VI 850

F1. BR 93BR020. 1

F1. Fl. FI N9363
F1. FR MP411

______ Yeooono
_______ R - - -
_____ T_______
____________ A
R =,
________ |____
______ Y______
------- I X-X- -
______ Yeooono
N =
Y
Y
_____ QY______
SR N
I-D-60

F2. CM MP255
F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G Fl . HH8793
G NG 92NX083
G SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O CM ANT70C
O CM WP5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS



HIV CTL Epitope Alignments

; B. AU MBCD36 ~  <----e-- F2.CM MP255  <=----- V-
RT Epltopes 55, 56 B.CN.RL42  eeeee-- F2.CM MP257  =------ V-
B.DE. D31 eee-mee--
Epi t ope # HLA B. DE. HAN B T CONSENSUS- G~ ===---- V- ')
55 DVKQLTEW A28, A*6802 B.FR HXB2 ~ cee--ee-- G BE.DRCBL ~ ------- V- =
56 DVKQLTEW B70 B.GA.OY  eeeeeee-- G Fl.HH8793  —------ V- —
B. FR HXB2 DVKQLTEAV B.GB.CAML  ee---ee-- G NG 92NGD83 ~  ------- V-
B.GB.MANC ~ eee--ee-- G SE. SE6165 ~  -e----- V-
CONSENSUS-A = =--- a-v- B. NL. 3202A21  -=----n--
A KE. @3-CXC- GG~ --R--A V- B.TWLMIO  cecooen-- OONSENSUS-H =~ wmccmeee-
A. SE. SE6594  ----- A-M B.US.AD8  eee-eee-- HBE VI991 ------- V-
A. SE. SE7253 --R-A-V- B.US.BC eeemmee-- H BE. VI 997  ce---ee--
A SE. SE7535  ----- A-V- B.US. DHI23 ~  ------- V- H. CF. 90CF056 B
A. SE. SE8131 --R-A-V- B.US.JRCSF ~ se---ee--
A SE.SE8538 ~ ----- A V- B.US.JRFL  «=c--en-- CONSENSUS-J ~ -==-- 22V-
A. SE. SE8891 --R-V-V- B.US. MNCG ~ ==---en-- J.SE SE9173  ----- SQv-
A UG 92UX037  ----- A-V- B.US. NYSCG =~ se---ee-- J.SE. SE9280  ----- A-V-
A UG W55  —eeee-- V- B.US. P896  ee-mee--
AC. ET. E3099G X---n- AV- B.US.RE  seeemeeo- OONSENSUS- K~ c=mm-- -
AC.IN 21301 ---e---- T- B.US.SF2  eee-eea-- K. CD. EQTB11C ~ ==----- V-
AC. RW 92RWD09 - -------- B. US. WEAULB0 === ---n-- K.CM MP535  see--ee--
AC. SE. SE9488 --R-A-V- B. US. WR27 Ce X Xe -
AC. ZM ZAML84 - --m---- B.US.YU2 ~  eeeeeee-- CONSENSUS- N B VAV
ACD. SE. SEB603 - ---- A-V- BF. BR 93BR029.4  --------- N. CM YBF30 R VAVA
AD. SE. SE6954 e A
AD. SE. SE7108 e A OONSENSUS-C~ ==mmmmem- CONSENSUS- O IR -A-V?
ADU. CD. MAL ~ cceeeooe- C. BR 92BR025 ceRe-ee-- 0. CM ANT70C IR -AVI
AGNG G  ceeeem-e- C. BW96BW1B03 --------- 0. CM MP5180 IR -A-V-
AG SE. SE7812 ------- V- C. BW96BWD402 ~  ------- V-
AGHU. GA. VI 354  —---oo--- C.BW96BW502 ~  <-------- CONSENSUS- U~ w=mmeme-
AGHU. NO. NOGI L3~ ---=c---- C.BWO96BWL104 ------n-- U CD.VI1126  se-meee-
AGJ. AU, BFP90 - --ec---- C. BW 96BWL210 ceRe-ee--
AGJ. M. 95M.8 T C. BW96BWL5B03 ~  --------- CONSENSUS- CPZ -iR-a-v-
AGU. CD. 7321 --R-A-V- C. BW96BWL626 ~ ----- A-- CPZ. CD. CPZANT E-R- - AGV-
CRFO1_AE. CF. 90CF40 --R--A-V- C.BWO96BWL7A09 ------ D- - CPZ. GA. CPZGAB AR -A--
CRFO1_AE. TH. 93TH25 --R---- V- C. ET.ETH2220 ------ AV- CPZ. US. CPZUS IR -V-V-
CRFO1_AE. TH. CM240  --R---- V- C.IN 21068  ==-------
CRFO1_AE. TH. PAT-SC --R-- A- V- C.IN 301904 -----mn--
CRFO1_AE. TH. TH022 --R----V- C.IN 301905 ~  «=c--en--
CRFO1_AE. TH. THO47 --R----V- C.IN 301999 ----- A--
CRFO2_AG FR. DJ263 ----- A-V- C.IN 941 N11246 ~ -=----=---
CRF02_AG FR. D264 ------- V-
CRFO2_AG NG | BNG - ------ V- CONSENSUS-D~ ==mmmmm-
CRFO3_AB. RU. KAL153 --------- D. CD. 84ZR085 ~  <--------
CRF04_CPX. CY. 94CY0 --R------ D.CD.ELI ----- A--
CRF04_CPX. GR 97PVC --R---- V- D.CD.NDK ~ eeemmee-
CRF04_CPX. GR. 97PVM --R-- - - - - D.CD. 7226 ----- A- V-
D. UG 94UGL141 ==-------
CONSENSUS-B~ ==-mmmm-- DF.CD.VI 961 ----- A--
B.-.NL43E9  e--eeo--
B. AU. MBCl8 ~  s---eeo-- OONSENSUS- F~ weemmeee-
B. AU. MBC200 ~  ----eee-- F1.BE. VI 850  ~=-------
B. AU, MBC925 ~  s---ee--- F1.BR 93BR020.1  ---------
B. AU. MBCC54 ~ ----eee-- F1.Fl.FIN9363 «=c--=n--
B. AU. MBCC98 ccRo-ee-- F1. FR MP411 1-E-D-
1-D-61




HIV CTL Epitope Alignments

RT Epitopes 57, 58

Epi t ope #

o7 KI TTESI VI W
58 | TTESI VI W
B. FR. HXB2 KI TTESI VI W
CONSENSUS- A WM - - - - -
A. KE. @3- CXC- CG VWM - - - - -
A. SE. SE6594 BV VAR
A. SE. SE7253 WM - - - - -
A. SE. SE7535 SVAM - - - - -
A. SE. SE8131 WM - - - - -
A. SE. SE8538 WM - - - - -
A. SE. SE8891 WM - - - - -
A. UG 92Ux037 WM - - - - -
A. UG U455 VS - e
AC. ET. E3099G VA - e -
AC. I N. 21301 - AM - - - -
AC. RW 92RW09 o AM - - -
AC. SE. SE9488 -WM - -1 --
AC. ZM ZAML84 oA -
ACD. SE. SE8603 VWM - - - - -
AD. SE. SE6954 --AQ G ---
AD. SE. SE7108 --AQ G ---
ADU. CD. MAL cAQ-----
AG NG &B N
AG SE. SE7812 VA - e -
AGHU. GA. VI 354 N
AGHU. NO. NOGl L3 oSlaemme-
AGJ. AU. BFP90 o AL--- -
AGJ. ML. 95M_8 - AL-A----
AGU. CD. 7321 o AS- - -
CRFO1_AE. CF. 90CF40 -VA-------
CRFO1_AE. TH. 93TH25 --A-------
CRFO1_AE. TH.CM240 -VA-------
CRFO1_AE. TH. PAT-SC --A-------
CRFO1_AE. TH. TH022 --A-------
CRFO1_AE. TH. THO47 --A-------
CRF02_AG FR DJ263 -W-------
CRF02_AG FR. DJ264 -VA-------
CRF02_AG NG I BNG  -VAM - - - - -
CRF03_AB. RU. KAL153 --A-------

CRFO4_CPX. CY. 94CY0 --AMC----
CRF04_CPX. &R 97PVC --AM G- - - -
CRFO4_CPX. GR 97PVM --AM C- - - -

CONSENSUS- B
B. -. NL43E9

B. AU. MBC18

B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54
B. AU. MBCC98

HLA
B*5701
B*5701 B*5801

B. AU. MBCD36 S N
B. CN. RL42 oA -
B.DE.D31 = -ee-------
B. DE. HAN A -G
B.FR HXB2 ~ ----------
B. GA. OvI Q-
B. GB. CAML T N
B. GB. MANC VA | --
B. NL. 3202A21 = ----------
B. TW LWA9 S N
B. US. AD8 A
B.us.BC = ----- Cl--
B. US. DH123 -V---C---
B. US. JRCSF - AN-- - - - -
B. US. JRFL o AN - - - - -
B. US. MNCG oA -
B. US. NY5CG oA e -
B. US. P896 S N
B. US. RF VA - -
B. US. SF2 VS - e
B. US. \EAU160 ----------
B. US. \R27 - XA- X-----
B. US. YU2 A
BF. BR 93BR029.4  ----------
CONSENSUS- C —-am-----
C. BR 92BR025 --AL---1--
C. BW 96BW1B03 Ao
C. BW 96BW402 e M-
C. BW 96BW502 --AQ-----
C. BW 96BWL104 --SM-----
C. BW 96BW1210 --AQGC---
C. BW 96BW15B03 - AM - - - - -
C. BW 96BW1626 ce M- L-
C. BW 96BWL7A09 SRRV R
C. ET. ETH2220 --AL------
C. I N 21068 SR N
C. I N. 301904 - AM - - - - -
C. I N. 301905 - AME-----
C. I N. 301999 - AM - - - - -
C. I N. 941 N11246 - AM - - - - -
CONSENSUS- D R
D. CD. 84ZR085 .Y [P
D. CD. ELI RS ---n---
D. CD. NDK A
D. CD. 2276 S
D. UG 94UG1141 --AQ G ---
DF. CD. VI 961 S N
CONSENSUS- F --al------
F1. BE. VI 850 --AL------
F1. BR 93BR020. 1 --SL------
F1. Fl. FI N9363 --AL------
F1. FR MP411 -VAR-C- - - -
I-D-62

F2. CM MP255
F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G Fl . HH8793
G NG 92NX083
G SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O CM ANT70C
O CM WP5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

S AL-A---
S AL-A---
S AL-A---

S2AP- P - -

-VSQ ?-?--
-VSQ --1--
-VSQ A ---



RT Epitope 59

Epi t ope #
59
B. FR. HXB2

CONSENSUS- A
KE. 23- CXC- CG
SE. SE6594
SE. SE7253
. SE7535
SE. SE8131
SE. SE8538
SE. SE8891
A. UG 92UR037
A. UG U455
AC. ET. E3099G
AC. I'N. 21301
AC. RW 92RW09
AC. SE. SE9488
AC. ZM ZAML84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADU. CD. MAL
AG NG G3
AG. SE. SE7812
AGHU. GA. VI 354
AGHU. NO. NOG L3
AGJ. AU. BFP90
AGJ. M. 95M.8
AGU. CD. 2321
CRFO1_AE. CF. 90CF40
CRFO1_AE. TH. 93TH25
CRFO1_AE. TH. CM240

>>>>>>>
w
m

Pl QKETWETW  A32

Pl QKETWETW
_______ D__
ce--D-D-
________ A_
________ A_
CiRe---- V-

Y = N
R ~ S

CRFO1_AE. TH. PAT-SC ---R------

CRFO1_AE. TH. THO22
CRFO1_AE. TH. THO47
CRF02_AG FR. DJ263
CRF02_AG FR DJ264
CRF02_AG NG. | BNG
CRFO3_AB. RU. KAL153
CRF04_CPX. CY. 94CY0

CRF04_CPX. GR 97PVC
CRF04_CPX. GR 97PVM

CONSENSUS- B
B. -. NL43E9

B. AU. MBC18

B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54
B. AU. MBCC98
B. AU. MBCD36

i R--- A
et R--- A

B.CN.RL42 = -------- A-
B.DE.D31 = -------- A-
B.DE.HAN - A-
B.FRHXB2 ~ ----------
B.GAOYI - A-
B.GB.CAML ------- DA-
B.GB.MANC ------- DA-
B. NL. 3202A21 -------- A-
B.TWLMWSO - A-
B.US.ADB  -------- A
B.US.BC = ----------
B. US.DH123 = ----------
B.US.JRCSF  ----------
B.US.JRFL ----------
B.US. MNCG ~ ----------
B. US. NY5sCG ~ -------- A-
B.US.P896 = -------- A-
B.USSRF  -------- A-
B.US.SF2 = -------- A-
B. US. \EAU160 ----------
B.US. WR27  -------- SR
B.US. YU2 =~ e
BF. BR 93BR029.4  -------- A-
CONSENSUS-C - ---------
C.BR 92BRO25 = -------- A-
C. BW96BWI1B0O3 ~ ----------
C. BW 96BW402 -e--D----
C. BW96BW502 ----------
C. BW96BW 104 ----- A- - A-
C.BW96BWM210 -------- A-
C. BW96BW5B03 ~  ----------
C. BW96BW626 ~  ----------
C.BW96BW7A09 ------- D -
C ET. ETH2220 -------- A-
C.IN. 21068  ----------
C.IN.301904 ----------
C.IN 301905  ----------
C.IN 301999  -------- A-
C.I'N. 941 N11246 ~  ----------
CONSENSUS-D - ---------
D. CD. 84ZR0O85 = ----------
D.CD. ELI e
D.CD.NDK ~ eeeeeee---
D. CD. 2226 ~  ----------
D. UG 94UG1141 ----------
DF.CD.VI961 ----------
CONSENSUS- F S
F1. BE. VI 850 --L----D-
F1. BR 93BR020. 1 --L----D-
F1. FI . FI N9363 --L----D-
F1.FR MP411 ~  -------- A-
F2.CM MP255 ~  -------- | -
I-D-63

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

HIV CTL Epitope Alignments

-er----- V-
N S V-
R V-
CeR---- V-
R |-
S
_______ ’?__
_______ G_

SV---V-- A
SV---V-- A

-v---?--a-
--TR- - - DA-
“V---S A
LV--=V----
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HIV CTL Epitope Alignments

F2. CM MP257

1 B.

RT Epitope 60 B DE D31 A

B. DE. HAN e A CONSENSUS- G N
Epi t ope # B.FR HXB2 = - G. BE. DRCBL R | A
60 TVWETWMEYW B44 B. GA. OvI e A G Fl . HH8793 [ Y A
B. FR. HXB2 TVWETWAMTEYW B. GB. CAML --DA--1D - G NG 92N@083 mee V- -

B. GB. MANC --DA------ G SE. SE6165 ---1---D-
CONSENSUS-A - ----- nd- - B. NL. 3202A21 B
A. KE. Q23- CXC- CG --D---NMD - B. TW LM49 R CONSENSUS-H - ------- h-
A. SE. SE6594  ------ MD- - B. US. AD8 A -M-- H BE.VI991 -------- H
A SE. SE7253  ------ ND- - B.US.BC ceeeeo--- H BE.VI 997  --ccoa-- H
A SE. SE7535 @ ------ 1D - B. US. DH123 oo H. CF. 90CF056 @ ----------
A. SE. SE8131 --D---NMD - B. US.JRCSF  a----o--
A. SE. SE8538 - ----- M - - B.US.JRFL - CONSENSUS-J - ------ D -
A SE. SE8891 @ ------ ND- - B.US. MNCG ~  --------- T J.SE. SE9173  ------- D -
A UG 92U®37  ------ MD- - B. US. NY5CG R J.SE. SE9280 @ ------- D -
A. UG U455 ---A-M-- B. US. P896 ---A--D-
AC. ET. E3099G  ---------- B. US. RF A CONSENSUS- K S B
AC. I N 21301 ------- D - B. US. SF2 ---A - M- - K. CD. EQTB11C -G
AC. RW 92RW09  ------- D - B. US. WEAU160  ---------- K.CM MP535  ceeeao---
AC. SE. SE9488  ------ MD- - B. US. W\R27 ---SR-----
AC. ZM ZAMLB4 - ------ D - B.US. YUO2 = a---a----- CONSENSUS- N V- - A---DH
ACD. SE. SEB603 ------ MD- - BF. BR. 93BR029. 4 -e- A - N. CM YBF30 V--A---DH
AD. SE. SE6954 ~ ----------
AD. SE. SE7108 ---------- CONSENSUs-C - ------ d- - CONSENSUS-O - ----- A?- -
ADU. CD. VAL e A C. BR 92BR025 ---A--D- O. CM ANT70C  ------ AD- -
AG NG G3 sV C.BW96BW1B03 ~ ------- D-- O CM WP5180  ------ A---
AG SE. SE7812 ---A-M-- C. BW96BwW402 ------- D -
AGHU. GA. VI354 ------- DH C. BW96BW502  ------- D - CONSENSUS-U ™~ == -m - e - - -
AGHU. NO. NOGI L3 -------- - C. BW 96BWL104 A-A--D- U CD.VI1126 -e-meem---
AGJ. AU. BFP9O ---------- C. BW96BWL210 ---A--D-
AGJ. M. 95M.8 - oo oo C. BW96BW5B03 ------- D- - CONSENSUS- CPZ ?--a--5---
AGU. CD. 2321  ------ AD- - C. BW96BW626 @ @ ------- D - CPZ. CD. CPZANT --DA--SD- -
CRFO1_AE. CF. 90CF40 ------ M - - C. BW 96BWL.7A09 --D------ CPZ. GA. CPZGAB S-A-A--
CRFO1_AE. TH. 93TH25 ------ M - - C. ET. ETH2220 ---A--D- CPZ. US. CPZUS V----- S---
CRFO1_AE. TH.CM240 ------ M -- C.IN 21068 - ------ D -
CRFO1_AE. TH. PAT-SC ------ M - - C.IN. 301904  ------- D -
CRFO1_AE. TH. THO22 ------ M - - C.IN 301905  ------- D -
CRFO1_AE. TH. THO47 ------ M -- C. I N. 301999 ---A--D-
CRF02_AG FR. DJ263 ---A--M-- C.I'N. 941 N11246 ------- D -
CRF02_AG FR. DJ264 ---A--M--
CRF0O2_AG NG IBNG  ------ M - - CONSENSUS-D - ----- ?---
CRFO3_AB. RU. KAL153 ---------- D. CD. 84ZR085  ------ 1D -
CRF04_CPX. CY. 94CY0 --D------- D.Cb.ELI - A---
CRF04_CPX. CR 97PVC --D------- D.CD.NDK ------ l---
CRF04_CPX. GR 97PVM --D---M - - D. CD. z2z6  ------ V- - -

D. UG 94UGL141 ----------
CONSENSUS- B ---a------ DF.CD. VI961 = ----------
B. -. NL43E9 S A -
B. AU. MBC18 --DA------ CONSENSUS- F R
B. AU. MBC200 = ---------- F1. BE. VI 850 --D---D-
B. AU. MBC925 ~  ---------- F1. BR 93BR020. 1 --D------
B. AU. MBCC54 ---A - F1. Fl. FI N9363 --D---- -
B. AU. MBCC98 e A Fl1. FR. MP411 ---A--D-
B. AU. MBCD36 -e-A--K-- F2. CM MP255 B R

1-D-64



RT Epitope 61

Epi t ope #
61 PLVKLWQL
B. FR. HXB2 PLVKLWYQL
CONSENSUS-A = ==---nn-
KE. @3-CXG-CG ~ ---------
SE. SE6594
SE. SE7253
. SE7535 = eeeeee-
SE. SE8131
SE. SE8538 ~ ---------
SE. SE8891
A UG 92U®37
A UG U455
AC. ET. E3099G
AC. I N. 21301
AC. RW 92RWD09
AC. SE. SE9488
AC. ZM ZAML84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADU. CD. MAL
AGNGG&B - R
AG. SE. SE7812
AGHU. GA. VI 354 Hoooom- -
AGHU. NO. NOG L3
AGJ. AU. BFP90
AG). M. 95M.8
AGU. CD. 7321 I
CRFO1_AE. CF. 90CF40 ---------
CRFO1_AE. TH. 93TH25 ---------
CRFO1_AE. TH. CM240 - --------
CRFO1_AE. TH. PAT-SC ---------
CRFO1_AE. TH. TH022 - --------
CRFO1_AE. TH. THO47 - --------
CRFO2_AG FR DJ263 ---------
CRFO2_AG FR DJ264 ---------
CRFO2_AG NG | BNG - --------
CRFO3_AB. RU. KAL153 - --------
CRF04_CPX. CY. 94CYQ - --------
CRF04_CPX. GR 97PVC ----- $---
CRF04_CPX. GR 97PVM - - = = = = - - =

>>>>>>>
w
m

CONSENSUS- B
B. -. NL43E9
B. AU. MBC18
B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54 - --------
B. AU. MBCC98

B. AU. MBCD36 ~  ---------

HLA

T0 00 00 00 09 09 00 00 09 00 09 09 00 00 00 00 00 09 00 0 O GO

argtaiztdaiat ot
3
8

L US. Y2 eeeee- -
BF. BR 93BR029. 4

CONSENSUS- C
BR. 92BR025
BW 96BW1B03
BW 96BW402
BW 96BW502
BW 96BW.104
BW 96BWL.210
BW 96BWL5B03
BW 96BW.626
BW 96BW.7A09
ET. ETH2220

. I'N. 21068

.1 N. 301904

.1 N. 301905
IN. 301999  c------ R
.1 N. 941 N11246

000000000000 000

CONSENSUS- D
D. CD. 84ZR085
D.CD.ELI eee------
D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F

F1. BE. VI 850

F1. BR 93BR020. 1
F1. FI . FI N9363
F1. FR MP411

F2. CM MP255

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

HIV CTL Epitope Alignments

o
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HIV CTL Epitope Alignments

Epi t ope #
62

KE. @3- CXC- CG
SE. SE6594
SE. SE7253
. SE7535

SE. SE8131

SE. SE8538

SE. SE8891
A. UG 92UR037
A. UG U455
AC. ET. E3099G
AC. I N. 21301
AC. RW 92RWD09
AC. SE. SE9488
AC. ZM ZAML84
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADU. CD. MAL
AG NG G3
AG SE. SE7812
AGHU. GA. VI 354
AGHU. NO. NOGI L3
AGJ. AU. BFP90
AGJ. ML. 95M.8
AGU. CD. 2321
CRFO1_AE. CF. 90CF40
CRFO1_AE. TH. 93TH25
CRFO1_AE. TH. CM240
CRFO1_AE. TH. PAT- SC
CRFO1_AE. TH. TH022
CRFO1_AE. TH. TH047
CRF02_AG. FR. DJ263
CRF02_AG. FR. DJ264
CRF02_AG NG. | BNG
CRF03_AB. RU. KAL153
CRF04_CPX. CY. 94CY0
CRF04_CPX. GR. 97PVC
CRF04_CPX. GR. 97PVM

>>>>>>>
@)
m

CONSENSUS- B
B. -. NL43E9
B. AU. MBC18
B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54

RT Epitopes 62-64

HLA
EPI VGAETF B*3501
EPI VGAETF B35
EPI VGAETF B35, B51
EPI VGAETF

D-A----
D----DS
D-A----

FEREREREE G 2FABYBRROZE
>
8

7
<
S

BF. BR 93BR029. 4

CONSENSUS- C
BR. 92BR025
BW 96BW)1B03
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220
.1 N. 21068

. 1 N. 301904

.1 N. 301905

. 1 N. 301999

. I N. 941 N11246

000000000000 000
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D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F

F1. BE. VI 850

F1. BR 93BR020. 1
F1. FI . FI N9363

F1. FR MP411
F2. CM MP255
F2. CM MP257

CONSENSUS- G
G BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM WP5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS
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RT Epitopes 65-68

Epi t ope #

65 | VGAETFYVDGAAS
66 GAETFYVDGA

67 AETFYVDGAAN
68 ETFYVDGAANR A26
B. FR. HXB2 | VGAETFYVDGAANR
CONSENSUS- A S
A. KE. @3- CXC- CG Ao
A. SE. SE6594 ---DS-F-E---KE
A. SE. SE7253 A
A. SE. SE7535 = c--eeeeeaa---
A. SE. SE8131 SA Vet
A. SE. SE8538 Ao
A. SE. SE8891 = @ ----eeeeeaao--
A UG 92UQ037 Ao
A. UG U455 Ao
AC. ET. E3099G ~  --------- XDT- - -
AC. IN. 21301 MA- == - s mm e o -
AC. RW 92RW09 e
AC. SE. SE9488 N
AC. ZM ZAMLB84 .Y = S,
ACD. SE. SE8603 e
AD. SE. SE6954 Moommmmmmmem o -
AD. SE. SE7108 CA Vet
ADU. CD. MAL  cme oo
AG NG G3 = S A K
AG SE. SE7812 = ----eeeeeeeo---
AGHU. GA. VI 354 - ----iamaa---
AGHU. NO.NOE L3~ ----mmmmmeema o
AGJ. AU. BFP9O - -eemimmaa---
AGJ. M. 95M.8  c--emeeooaoo -
AGU. CD. 2321 Y
CRFO1_AE. CF.90CF40 -M---------- S-
CRFO1_AE. TH. 93TH25 ------------- s
CRFO1_AE. TH. CM240  ------------- S
CRFO1_AE. TH. PAT-SC ------------- S-
CRFO1_AE. TH. TH022 ------------- S
CRFO1_AE. TH. THO47 -l----------- S-
CRF02_AG FR DJ263 --------==---=-
CRFO2_AG FR DJ264 -------------- K
CRFO2_AG NG IBNG  ----------nmu--
CRF03_AB. RU. KAL153 --------munomnn-
CRF04_CPX. CY. 94CY0 -A-------------
CRF04_CPX. GR. 97PVC - A----------- S
CRF04_CPX. GR. 97PVM - A----------- s
CONSENSUS- B~ mmmmmmmmmemem o
B. -. NL43E9 T
B. AU. MBC18 .
B. AU. MBC200 = m-mmemmeeeea--
B. AU. MBC925 .

>
c

. MBCC54
. VBCC98
. MBCD36
RL42
D31
HAN
HXB2
Oovl

gz

MANC

. 3202A21
LM49
AD8

BC
DH123
JRCSF
JRFL

FEBRIRAZ

NY5CG
P896

SF2
WEAU160
WR27

0o mmmm o mmomwmmmmmmommmowmm

6r566EGE606562

o
'I'I
o
ps)
©
w
3
N
©
5

CONSENSUS- C
BR. 92BR025
BW 96BW1B03
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220

. I'N. 21068

. I N. 301904

. I N. 301905

. I'N. 301999

. I'N. 941 N11246

000000000000 000

CONSENSUS- D
D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UGL1141
DF. CD. VI 961

CONSENSUS- F
F1. BE. VI 850
F1. BR 93BR020. 1

F1. Fl. FI N9363
F1. FR MP411
F2. CM MP255
F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G Fl . HH8793
G NG 92NX083
G SE. SE6165

CONSENSUS- H
H. BE. VI 991
H. BE. VI 997
H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM M/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

HIV CTL Epitope Alignments

110




HIV CTL Epitope Alignments

RT Epitope 69

Epi t ope #

69 RETKLGKAGY A29
B. FR. HXB2 RETKLGKAGY
CONSENSUS- A - - - -
A KE Q@3-CXCG-CG  ----------
A. SE. SE6594 EK- Lx- TOWF
A. SE. SE7253  ----------
A. SE. SE7535 @ ----------
A. SE. SE8131 @ ----------
A SE. SE8538 = ----------
A SE. SE8891 @ ----------
A UG 92U037  ----------
A UG W55  -eeeaao---
AC. ET. E3099G¢ ----------
AC. I'N. 21301 R D
AC. RW 92RW09 SR
AC. SE. SE9488 ----------
AC. ZM ZAML84 - ---------
ACD. SE. SE8603 ~  ----------
AD. SE. SE6954 ----------
AD. SE. SE7108  ----------
ADU. CD. MAL R S
AG NG G3 Kemommmm o
AG. SE. SE7812 R [
AGHU. GA. VI 354 - Q-
AGHU. NO. NOG L3 e e Ko e o -
AGJ. AU. BFP90 - Q-
AGJ. M. 95M.8 Koo Keooo-
AGU. CD. 2321 RIS o Y.

CRFO1_AE. CF. 90CF40 ----Q ----

CRFO1_AE. TH. 93TH25
CRFO1_AE. TH. CM240
CRFO1_AE. TH. PAT- SC
CRFO1_AE. TH. THO22
CRFO1_AE. TH. THO47
CRF02_AG FR. DJ263
CRF02_AG FR DJ264
CRF02_AG NG. | BNG

Kommmmmmm-

CRFO3_AB. RU. KAL153 ----S-----
CRFO4_CPX. CY. 94CY0 ----Q ----
CRFO4_CPX. GR. 97PVC ---RR-- - -~
CRFO4_CPX. GR 97PVM - --NQ - - - -

CONSENSUS- B
B. -. NL43E9

B. AU. MBC18

B. AU. MBC200
B. AU. MBC925
B. AU. MBCC54
B. AU. MBCC98
B. AU. MBCD36

B.ON.RL42  ceeeeeo--
B.DE. D81 eceeeeo--
B.DE HAN  ceeeoeo--
B.FR HXB2 ~  ceeeeee--
B.GA OVl  ceeeoao--
B. GB. CAML o Re-ee--
B.GB. MANC ~ eememeoe-
B.NL. 3202A21  -e--------
B.TWLMAO  ceoeemeo--
B.US. ADB  eeeeeee--
B.US.BC  eeeeemee--
B. US. DH123 c e Reeeee-
B.US.JRCSF ~ e-memeo--
B.US.JRFL  ememmee--
B. US. MNCG Ko e-
B.US. NY5CG ~ -eeemee--
B. US. P896 D-S----
B.US.RE eeemmeoa-
B.US.SF2  ceeeoeo--
B. US. WEAU160 P
B.US. W27  eeeeeeee-
B.US. YU2 ~ eeeeeeea-
BF. BR 93BR029.4  ----------
CONSENSUS- C T
C. BR 92BR025 I VIR
C. BW 96BW)1B03 IR B
C. BW 96BWA402  ~---------
C.BW96BW502 ~---------
C. BW 96BWL104 I
C. BW 96BWL210 I VIR
C. BW 96BWL5B03 I R
C.BW96BWL626 ~  --------- c
C.BWO9BBWL7A09 --=-------
C. ET. ETH2220 el
C.IN 21068 I P
C. 1N 301904 Koo e
C.1N. 301905 Dleeen-
C. 1N 301999 I T
C. I N 941 N11246 Dleeen-
CONSENSUS-D ~ ===-mmme--
D. CD. 84ZR085 Kewommmem e
D.CD.ELI  eeeeeeee-
D.CD.NDK ~ ceeeeeee--
D.CD. 7226  eeeeeee--
D. UG 94UG1141 el
DF. CD. VI 961  -=-emmem--
CONSENSUS- F Koo e
F1. BE. VI 850 Koo e
F1.BR 93BR020.1  ----K-----
F1. Fl . FI N9363 Ko e-
F1. FR MP411 Koo n-
F2.CM MP255  —ememmee -
1-D-68

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS



RT Epitopes 70-73

Epi t ope #

70 ALQDSGLEV

71 ALQDSGLEV

72 ALQDSGLEVVTDSQYALG
73 VTDSQYALG

B. FR. HXB2 ALQDSGLEVNI VTDSQYALd
CONSENSUS-A - ----- S
A KE. @3-CXC-CG  ------ S e
A. SE. SE6594 S----- SV-1--N---S-G -
A SE. SE7253  ------ S
A SE. SE7535 @ ------ [
A SE. SE8131 ------ S
A SE. SE8538  ------ [
A SE. SE8891 = ------ S
A UG 92UR037  ------ SO
A UG W55 - S
AC. ET. E3099G ------ S
AC.IN. 21301 ------ [
AC. RW92RW09 ------ S
AC. SE. SE9488  ------ SO
AC. ZM ZAML84 s e e
ACD. SE. SEB603 ~ ------ S
AD. SE. SE6954 ~ ------ R
AD. SE. SE7108 ~ ------ =
ADU. CD. MAL  ------ [
AGNGEB ------ S
AG SE. SE7812  ------ SO
AGHU. GA. VI 354  ------ =
AGHU. NO. NOE L3 ------ [,
AGJ. AU.BFPOO  ------ = T
AGJ. M. 95M.8 ------ S
AGU. CD. Z321 mmm e e e
CRFO1_AE. CF. 90CF40 ------ =
CRFO1_AE. TH. 93TH25 ------ S e
CRFO1_AE. TH.CM240 ------ S e
CRFO1_AE. TH. PAT-SC ------ Sci e
CRFO1_AE. TH. TH022 ------ S e
CRFO1_AE. TH. THO47 ------ S
CRF02_AG FR DJ263 ------ S cemieeieo-o
CRF02_AG FR DJ264 ------ Scm -
CRF02_AG NG IBNG  ------ S
CRF03_AB. RU. KAL153 ---=----zommccmmaaoo
CRF04_CPX. CY. 94CY0 ------ S | --
CRF04_CPX. GR. 97PVC - -K---S ---------- | --
CRF04_CPX. GR. 97PWM - - - - - - Sceeeeee M -
CONSENSUS-B mmmmmmmmmieee e e -
B.-.NL43E9  ------ S
B. AU. MBC18 = ------ [
B. AU. MBC200 = cmmmmmmmmmmmeioooao
B. AU. MBC925 ~ cmmeeeeee oo

AU. MBCC54

AU. MBCC98

AU. MBCD36
HLA RL42
A2 D31
A2.1 HAN
B14 HXB2
w8 Oovl

FEREEEREREE5EFRBRBRRIEE,
2

CONSENSUS- C
BR. 92BR025
BW 96BW1B03
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220

. I'N. 21068

. I N. 301904

. I N. 301905

. I'N. 301999

. I'N. 941 N11246

0000000000000 00

CONSENSUS- D
D. CD. 84ZR085
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D. CD. 2276

D. UG 94UGL1141
DF. CD. VI 961
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F1. BE. VI 850
F1. BR 93BR020. 1

F1. Fl. FI N9363
F1. FR MP411
F2. CM MP255
F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G Fl . HH8793
G NG 92NX083
G SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS
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HIV CTL Epitope Alignments

RT Epitope 74

Epi t ope #

74 ELVNQ | EQL
B. FR. HXB2 ELVNQ | EQL
CONSENSUS-A - ------ K-
A. KE. Q23- CXC- CG N [ K-
A SE SE6594  -------- K-
A. SE. SE7253 [ K-
A SE. SE7535  -------- K-
A. SE. SE8131 @ -------- K-
A SE. SE8538 @ -------- K-
A SE. SE8891  -------- K-
A UG 92Ux037  -------- K-
A UG U455 e K-
AC. ET. E3099G [ [ K-
AC.IN. 21301 ----------
AC. RW 92RW09 A
AC. SE. SE9488 [ [ K-
AC. ZM ZAML84 - ------- K-
ACD. SE. SEB603 -------- K-
AD. SE. SE6954 SR S
AD. SE. SE7108  -------- K-
ADU. CD. MAL .,
AGNG&B  meeeea---
AG SE. SE7812 ---T----E-
AGHU. GA. VI 354  -------- K-
AGHU. NO. NOG L3 D--------
AGJ. AU. BFP9O ----------
AGJ. M.. 95M.8 - S
AGU. CD. Z321 R
CRFO1_AE. CF. 90CF40 Dl ------ K-
CRFO1_AE. TH. 93TH25 -V-S----E-
CRFO1_AE. TH.CM240 -V------ E-
CRFO1_AE. TH. PAT-SC - V------ E-
CRFO1_AE. TH. THO22 -V------ E-
CRFO1_AE. TH. THO47 -V---L--E-
CRF02_AG FR. DJ263 -------- K-
CRF02_AG FR DJ264 -------- K-
CRFO2_AG NG IBNG  -------- K-
CRFO3_AB. RU. KAL153 ---S------
CRF04_CPX. CY. 94CY0 D---------
CRF04_CPX. CR 97PVC D------- L-
CRFO4_CPX. GR 97PVM D- - -------
CONSENSUS- B R
B. - . NL43E9 e S
B. AU. MBC18 R S
B. AU. MBC200 RN S TR
B. AU. MBC925 R
B. AU. MBCC54 -G
B. AU. MBCC98 V-8 ---- -
B. AU. MBCD36 B IR

HLA
A2

B. CN. RL42 R
B. DE. D31 T
B. DE. HAN S -
B.FR HXB2 ~ ----------
B. GA. OvI T
B. GB. CAML -e-S----E-
B. GB. MANC T
B. NL. 3202A21 SR
B. TW LM49 eSS ---E-
B. US. AD8 SR
B. US. BC S
B. US. DH123 ~ ----------
B. US. JRCSF SR
B. US. JRFL T
B. US. MNCG R
B. US. NY5CG T
B. US. P896 T
B. US. RF S
B. US. SF2 T
B. US. WEAU160 SR
B. US. \R27 T
B. US. YU2 SR
BF. BR 93BR029. 4 -
CONSENSUS-C - ----- - - -
C.BR 92BR025 = = ----------
C. BW96BW1B0O3  ----------
C. BW 96BW402 e T e -
C. BW96BW502 ----------
C.BW96BW104 ----------
C. BW96BW210 ----------
C. BW96BW5B0O3 ----------
C. BW96BW626 ~  ----------
C. BW96BWL7A09 ----------
C. ET. ETH2220 S
C.IN 21068 = ----------
C.IN. 301904  ----------
C.IN 301905 = ----------
C.IN 301999 = ----------
C. I N. 941 N11246 ~  ----------
CONSENSUS- D S
D. CD. 84ZR085 R
D.CD.ELI eeee----
D. CD. NDK T
D. CD. 7276 R
D. UG 94UG1141 V-GS -em -
DF. CD. VI 961 R S
CONSENSUS- F I
F1. BE. VI 850 S
F1.BR 93BR020.1  ----------
F1.Fl.FIN9363 W  ----------
F1. FR MP411 -1 --K---K-
F2.CM MP255 oo
I-D-70

DEC 99

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

eSS ---E-
eSS ---E-

Pl-Q---E
Pl-Q---E
Pl-Q---E



RT Epitope 75

Epi t ope #

75 YLAW/PAHK
B. FR. HXB2 YLAW/PAHK
CONSENSUS- A PN
A KE. @3-CXCG-CG  --S------
A SE. SE6594  ---------
A. SE. SE7253 i S -
A. SE. SE7535 =S
A. SE. SE8131 i So--
A. SE. SE8538 iSo--
A. SE. SE8891 =S
A. UG 92UR037 iSaa
A UG U455 e S
AC. ET. E3099G i Saa-
AC. I N. 21301 =S
AC. RW 92RWD09 RS
AC. SE. SE9488 iSaa
AC. ZM ZAML84 RS
ACD. SE. SE8603 iSaa
AD. SE. SE6954 --S----R
AD. SE. SE7108 iSaa-
ADU. CD. MAL =S
AG NG G3 S
AG SE. SE7812 iSaa-
AGHU. GA. VI 354 =S
AGHU. NO. NOG L3 S
AGJ. AU. BFP90 i Seaan
AGJ. M. 95M.8 RS
AGU. CD. 7321 = S
CRFO1_AE. CF. 90CF40 --S------
CRFO1_AE. TH. 93TH25 --S------
CRFO1_AE. TH. CM240  --S------
CRFO1_AE. TH. PAT-SC --S------
CRFO1_AE. TH. TH022 --S------
CRFO1_AE. TH. TH047 --S------
CRF02_AG FR DJ263 --S------
CRF02_AG FR DJ264 --S------
CRF02_AG NG | BNG  --S------
CRFO3_AB. RU. KAL153 ---------
CRF04_CPX. CY. 94CY0 --S------
CRF04_CPX. GR 97PVC --S------
CRF04_CPX. GR 97PVM - - S------
CONSENSUS-B ~ ==-------
B.-.NL43E9  ---------
B. AU. MBC18 oo
B. AU. MBC200  ---------
B. AU. MBC925 -
B. AU. MBCC54 ~ ---------
B. AU. MBCC98 ~ ---------
B. AU. MBCD36 ~ ---------

HLA
B7

B.ON.RL42 ceeeeeo-
B. DE. D31 T
B.DE. HAN  ce-eo---
B.FR HXB2 ~  -e-ee-e--
B.GA OVl e
B.GB.CAML  ce-eoao-
B.GB. MANC ~ ceeeeeo-
B.NL. 3202A21  -e------
B. TW LMA9 I
B.US. AD8  ceeee---
B.US.BC e
B.US. DHI23 ~ -e-ee-e--
B.US.JRCSF ~ -e-ee-e--
B.US.JRFL  eeeemeo-
B.US. MNOG ~ -e-eeeo-
B.US. NY5CG ~ -e-eemeo-
B.US. P896  ce-ee-e--
B.US.RF eeeeao-
B.US.SF2  ceeeoao-
B. US. WEAUL160 - =-------
B.US. W27 e
B.US. YU2 eeeeee--
BF. BR 93BR029.4  ---------
CONSENSUS- C S
C. BR 92BR025 -
C. BW 96BW)1B03 C S
C. BW 96BW402 -
C. BW 96BW502 C oS-
C. BW 96BWL104 C S
C. BW 96BWL210 -
C. BW 96BWL5B03 C S
C. BW 96BWL626 -
C. BW 96BWL7A09 C S
C. ET. ETH2220 C S
C.IN 21068 C oS-
C. 1N 301904 C S
C.1N. 301905 -
C. 1N 301999 C S
C. I N 941 N11246 -
CONSENSUS-D ~ ===-mm-n-
D.CD. 84ZR085 ~  ------n--
D.CD.ELI  eeeeeeeo-
D.CD.NDK  ceeeeeao-
D.CD. 7226 eeeemeee-
D. UG 94UG1141 S S
DF. CD. VI 961 C oS-
CONSENSUS- F C S
F1. BE. VI 850 C S
F1.BR 93BR020.1  --S------
F1. Fl . FI N9363 C oS-
F1. FR MP411 C S
F2. CM MP255 -
1-D-71

F2. CM MP257

CONSENSUS- G
G. BE. DRCBL
G FI . HH8793
G NG 92NG&083
G. SE. SE6165

CONSENSUS- H
H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. CD. EQTB11C
K. CM MP535

CONSENSUS- N
N. CM YBF30

CONSENSUS- O
O. CM ANT70C
O CM MW/P5180

CONSENSUS- U
U. CD. VI 1126

CONSENSUS- CPZ
CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS
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