HIV CTL Epitope Alignments

p24 Epitopes 1-10
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p24 Epitope 11

Epi t ope #
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HIV CTL Epitope Alignments

p24 Epitopes 12-15

Epi t ope # HLA
12 EEKAFSPEVI PMFSALSEGA  B27
13 KAFSPEVI PMVF B*57
14 EVI PMFSAL A26
15 VI PMFSAL Oow+ 0102
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p24 Epitopes 16, 17

Epi t ope #
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HIV CTL Epitope Alignments

p24 Epitopes 18-25

Epi t ope #

18 SALSEGATPQDLNMMVLNI VG
19 CTPYDI NQVLNC
20 TPQDLNTM
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p24 Epitopes 26-28
Epi t ope #
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CONSENSUS- J
J. SE. SE9173
J. SE. SE9280

CONSENSUS- K
K. BE. VI 325

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

<--GL-V---
c--GL-V---
---GL-V---

ce-G--V---
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HIV CTL Epitope Alignments

p24 Epitope 29

Epi t ope #
29
B. FR. HXB2

CONSENSUS- A
KE. Q23- CXC- CG
SE. SE6594
SE. SE7253
. SE7535
SE. SE8131
SE. SE8538
SE. SE8891
A. UG 92UR037
A UG W55
AC. ET. E3099G
AC. I N. 21301
AC. RW 92RW09
AC. SE. SE9488
AC. ZM ZAML74- 21
AC. ZM ZAML84
AC. ZM ZAM716- 17
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADHU. NO. NOGI L3
ADU. CD. MAL
AG NG G3
AG. SE. SE7812
AGHU. GA. VI 354
AGJ. AU. BFP90
AGJ. M. 95M.8
AGU. CD. 7321
CRFO1_A. CF. 90CF40
CRFO1_A. TH. 93TH25
CRFO1_A. TH. CM240
CRFO1_A. TH. TH022
CRFO1_A. TH. TH047
CRF02_AG FR. DJ263
CRF02_AG FR. DJ264

>>>>>>>
w
m

ETI NEEAAEW A25
ETI NEEAAEW

CRF02_AG NG | BNG D
CRFO3_AB. RU. KAL15 D
CRF04_cpx. CY. 94CY0 D
CRF04_cpx. GR 97PVC D
CRF04_cpx. GR. 97PVM D-

CONSENSUS- B

B. -. NL43E9

B*. AU*. AF128998
B. AU. MBC18

B. AU. MBC200

B. AU. MBC925

B. AU. MBCC54

85WCl PR54
AD8

BC

DH123
JRCSF
JRFL

MNCG

NC7

NY5CG
P896

RF

SF2

WC001
WEAU160
WR27

. US. YU2

BF. BR 93BR029. 4

09 [0 09 09 00 09 09 00 09 09 00 09 09 00 09 09 00 09 09 60 00 09 00 09 09 00 0 0 (0

daltdaadaadarctaanege

CONSENSUS- C
BR. 92BR025
BW 96BW1B22
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220

. 1 N. 931 N904

. 1 N. 931 N905

. 1 N. 931 N999

. I N. 941 N11246
. I N. 951 N21068

000000000000 000

. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F

F. BR BZ162

F. CD. VI 174

F. RW VI 69

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. BE. VI 325
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

1 B. AU. MBCC98 [
p24 Epltope 30 B. AU. MBCD36 L---Q--V- CONSENSUS- F L--------
B. CN. RL42 L------- V- F. BR BZ162 L--AQ---P
Epi t ope # HLA B. DE. D31 L--------- F.CD. VI 174 L---Q---P (@)
30 VHPVHAGPI A B55 B. DE. HAN L--------- F. RW VI 69 L------- NP —
B. FR. HXB2 VHPVHAGPI A B. ES. 89SP061 L------- HP F1. BE. VI 850 L------- AP —
B.FR HXB2 = ---------- F1. BR 93BR020. 1 L--TQ---P
CONSENSUS- A [ p B. GA. OvI L--------- F1. Fl. Fl N9363 Lommmmm e P
A. KE. @3- CXC- CG L-------- P B. GB. CAML L--------- F1. FR MP411 L--A---- L
A. SE. SE6594 L-------- P B. GB. MANC L------- V- F2. CM MP255 [ P
A. SE. SE7253 L--A---V- B. JP. JH31 L--AQ---- F2. CM MP257 [ P
A. SE. SE7535 L-------- P B. NL. 3202A21 [
A. SE. SE8131 T--1----V- B. TW LM49 L--------- CONSENSUS- G m-qQ---p
A. SE. SE8538 L-------- P B. US. 85\WCI PR54 L--------- G. BE. DRCBL L--QQ----
A. SE. SE8891 L-------- P B. US. AD8 L--------- G FI . HH8793 M-PQ---P
A. UG 92UQ®D37 L------- V- B. US. BC L---Q--V- G. NG 92N®083 1--QQ---P
A. UG W55 L-------- P B. US. DH123 L--------- G. SE. SE6165 M-QQ--FP
AC. ET. E3099G ---------- B. US. JRCSF IR
AC. I N. 21301 L--AQ---- B. US. JRFL | CONSENSUS- H [ P
AC. RW 92RW09 ----Q-- V- B. US. MNCG L-------- T H. BE. VI 991 [ P
AC. SE. SE9488 L--AQ --V- B. US. NC7 ----Q-L-- H. BE. VI 997 L-------- P
AC. ZM ZAML74- 21 L---Q--V- B. US. NY5CG [ H. CF. 90CF056 --------- P
AC. ZM ZAML84 = - -------- P B. US. P896 L---Q--V-
AC. ZM ZAM716- 17 L---Q--V- B. US. RF L--------- CONSENSUS-J - - - - - - - ?2-
ACD. SE. SE8603 l------ L-- B.US.SF2 ---a----- J. SE. SE9173  -------- V-
AD. SE. SE6954 L------- N- B. US. WO001 L---Q--V- J.SE. SE9280 @ ----------
AD. SE. SE7108 L-------- P B. US. WEAU160 L---------
ADHU. NO. NOG L3 L-------- P B. US. WR27 L---Q--V- CONSENSUS- K [ P
ADU. CD. VAL  m--ee- - P B. US. YU2 L--------- K. BE. VI 325 IR P
AG. NG &3 L--QQ---P BF. BR. 93BR029.4  --------- P K. CD. EQTB11C M--Q---P
AG SE. SE7812 - ------- P K. CM MP535 I P
AGHU. GA. VI 354 |---Q---P CONSENSUS- C [
AG. AU. BFPOO - -------- P C. BR. 92BR025 L------- V- CONSENSUS- N T---PV--LP
AGJ. M. 95M.8 M--Q--M C. BW 96BW1B22 T------- V- N. CM YBF30 T---PV--LP
AGU. CD. Z321 ---PQ---P C. BW 96BW402 L---------
CRFO1_A CF.90CF40 --------- P C. BW 96BW502 L---Q--V- CONSENSUS- O T--P??--LP
CRFO1_A. TH. 93TH25 --------- P C. BW 96BWL.104 L------- V- O. CM ANT70C T--PPV--LP
CRFO1_A. TH.CM40  --------- P C. BW 96BWL210 L------- V- O. CM MVP5180 T-- PAM - LP
CRFO1_A TH. TH022  --------- P C. BW 96BWL5B03 L---------
CRFO1_A. TH. TH047  --------- P C. BW96BW626 ~  ---------- CONSENSUS- U IR
CRF02_AG FR DJ263 --------- P C. BW 96BWL7A09 L--------- U. CD. VI 1126 L----n----
CRF02_AG FR DJ264 --------- P C. ET. ETH2220 L------- V-
CRFO2_AG NG IBNG  --------- P C. I N. 931 N904 L--1------ CONSENSUS- CPZ l--t------
CRFO3_AB. RU. KAL15 L--AQ--FP C. I N. 931 N905 L--------- CPZ. CD. CPZANT L--T----VQ
CRF04_cpx.CY.94CY0 T-------- P C. I N. 931 N999 L--------- CPZ. GA. CPZGAB L--T------
CRFO4_cpx. GR 97PVC A-------- P C. I N. 941 N11246 [ CPZ. US. CPZUS T--L------
CRF04_cpx. GR 97PVM ---A----NP C. I N. 951 N21068 L---P-----
CONSENSUS- B R CONSENSUS- D L------- V-
B. -. NL43E9 L--------- D. CD. 84ZR085 L---Q--V-
B*. AU*. AF128998 L--A---N D. CD. ELI L---------
B. AU. MBC18 L--AQ --V- D. CD. NDK L------- V-
B. AU. MBC200 L--------- D. CD. Z2Z6 L---mmmmm-
B. AU. MBC925 ~ ---------- D. UG 94UGL141 L------- V-
B. AU. MBCC54 L--AQ---- DF. CD. VI 961 ---AQ----
1-D-19




HIV CTL Epitope Alignments

i B. AU. MBCCO8 ~  mmmmmmmmao-s
p24 Epltope 31 B. AU. MBCD36 Q--V----- K---- CONSENSUS-F - ---- p---------
B. CN. RL42 R F. BR BZ162 Q---P---l-----
Epi t ope # HLA B.DE. D31 = = oo F.CD. VI 174 Q---P--cl-mn--
31 HAGPI APGQVREPRG A2 B.DE.HAN e F. RW VI 69 S N = S
B. FR. HXB2 HAGPI APGQVREPRG B. ES. 89SP061 me--HP--------- F1. BE. VI 850 |
B.FR HXB2 ~ -----eiea-a-- F1. BR. 93BR020. 1 Q---P---1-----
CONSENSUS-A - ---- p--------- B.GA OYl e F1.Fl.FIN9363 ----- = S
A KE. Q@3-CXGCG ----- R B.GB.CAML = e F1.FR MP411 = ----- | I
A. SE. SE6594  ----- e B. GB. MANC O F2.CM MP255  ----- =
A. SE. SE7253 R et B. JP. JH31 Q----me - F2.CM MP257  ----- =
A SE. SE7535  ----- Poeeaio- B. NL. 3202A21  cmmmememmmee e
A. SE. SE8131 cee e Ve B.TWLMAQ ceemmmieeeo oo CONSENSUS- G Q---p---l-=----
A SE. SE8538 = ----- I B. US. 85WCI PR54 - -------------- GBEDRCBL = Q------- I-DT-
A SE. SE8891 @ ----- R B.US. AD8 ---a-aaoa--- G Fl . HH8793 Q---P---1-----
A. UG 92UQR037 R Y B. US. BC Q--V---mem- - G NG 92N3083 Q---P---1---S&
A UG WS - R B. US. DH123 ~  ------e-emaoa-- G SE. SE6165 Q--FP---1-----
AC. ET. EB099G - -------c-mo--- B.US. JRCSF = cmemmmmmemeaaa
AC. I N. 21301 Q------------ B.US.JRFL e eeeeeaa oo CONSENSUS-H @ ----- | = S
AC. RW 92RW09 Q--Veomnlonnn- B.US.MNCG ~ ----- D HBE. VI991T  ----- P-ceeeo-
AC. SE. SE9488 Q--V---mom- - B. US. NC7 Q-L---------- H. BE.VI997 = ----- =
AC. ZM ZAML74- 21 Q--V------ D -- B. US. NY5CG ~ mmmmmmmmeeeeo - H. CF. 90CF056 ----- = N
AC. ZM zAMLIB4 - ---- [ B. US. P896 Q--V----emm- -
AC. ZM ZAM716- 17 Q--V----mmm- - B.US.RF = ceeieeee oo CONSENSUS- J [ S V A
ACD. SE. SE8603 R R et B.US.SF2 = e J. SE. SE9173 SR VA V A
AD. SE. SE6954 R R B. US. WC001 Q--V---mm- - J.SE. SE9280 @@ --------- V-----
AD. SE. SE7108  ----- = B. US. WEAU160 = --cmcmmmmmmmem e
ADHU. NO. NOE L3 ----- I B. US. \R27 Q--V---mmmm - CONSENSUS-K == --- R
ADU. CD. VAL  ----- P--eee- - B.US. YU2 = = e K. BE.VI325 = ----- | = S
AG NG G Q---P--l----- BF. BR 93BR029.4  ----- P--emem-- - K. CD. EQTB11C Q---P---l-----
AG SE. SE7T812  ----- R K.CM MP535 - P--ee a2
AGHU. GA. VI 354 Q---P-l-m--- CONSENSUS- C mmmmmmeem o
AGJ. AU.BFPOO ----- P---l----- C. BR 92BR025 B S CONSENSUS- N PV--LP---L-D--
AGJ. ML. 95M.8 Q--MP--------- C. BW 96BW1B22 c--- V- -G - - N. CM YBF30 PV--LP---L-D--
AGU. CD. 7321 Q---P---1----- C. BW 96BW402 - -----momoo--
CRFO1_A. CF.90CF40 ----- P--------- C. BW 96BW)502 Q--V------ D-- CONSENSUS- O ?2?--LP---1---T-
CRFO1_A. TH 93TH25 ----- R C. BW 96BWL.104 meee Ve O. CM ANT70C PV--LP---1---T-
CRFO1_A. TH CW40  ----- [ C. BW96BWL210 B S O. CM MWP5180 AM - LP---1---T-
CRFO1_A. TH. TH022  ----- P--eeee- - C. BW 96BWI5B03  -------mmmmmm o
CRFO1_A TH. TH047  ----- P---l----- C. BW96BWL626 ~  -------ommmmm - CONSENSUS- U~ mmmmmmmeeeee e
CRFO2_AG FR DJ263 ----- P--eeeee- - C. BW96BWL7A09 ------mmmem - U.CD. VI 1126  mmmmmmmeee e
CRF02_AG FR. DJ264 ----- R C. ET. ETH2220 mee- Ve D--
CRFO2_AG NG I BNG  ----- P--eeeee- C.IN. 93IN904 —-mmmmeeee - CONSENSUS- CPZ =~ --ccmem-- [
CRFO3_AB. RU. KAL15 Q --FP--------- C.IN. 93IN905  —-ememeee oo CPZ. CD. CPZANT S -VQA--L---T-
CRF04_cpx. CY. 94CY0 ----- I C.IN.93IN999  --------- l----- CPZ. GA.CPZGAB @ --------- L-----
CRF04_cpx. GR. 97PVC - ---- P-oemeee- - C.IN.94I N11246 ~  ------ommmoan- CPZ. US. CPZUS ~  --msmmmmeooe-
CRF04_cpx. GR. 97PVM --- - NPA- - - - - - - - C. I N. 951 N21068 P---ma - L-----
CONSENSUS- B~ —mmmmmmem e CONSENSUS- D B
B.-.NL43E9 - D. CD. 84ZR085 Q--Vommoo -
B*. AU*. AF128998 R \ e D.CD.ELI = emememmmemeaaaa
B. AU. MBC18 Q--V------ D -- D. CD. NDK R
B. AU. MBC200 = s--mememema---- D.CD. Z27Z6 = ememmmmmmmmmaa-
B. AU. MBC925 = --------------- D. UG 94UG1141 S VA .
B. AU. MBCC54 Q- DF. CD. VI 961 Q------- [



p24 Epitopes 32-35

Epi t ope #

32 TSTLQEQ GW
33 TSTLQEQ GW
34 TSTVEEQQW
35 STLQGEQ GW
B. FR. HXB2 TSTLQEQ GW
CONSENSUS- A cepeeee-
A KE. @3- CXC- CG SR~
A. SE. SE6594 S -
A. SE. SE7253 S S
A. SE. SE7535 e P
A SE.SE8131 -------- A
A. SE. SE8538 - P---LQ
A. SE. SE8891 P
A UG 92U@037 i P----A-
A UG L455 R VA
AC. ET. E3099G ~  -=----un---
AC.IN 21301 ~  -------- A
AC. RW 92RWD09  -------- A
AC. SE. SE9488 R VY
AC. ZM ZAML74-21 - ---eem---
AC. ZM ZAML84 ~  —eeeeeo -
AC. ZM ZAM716-17  ----------
ACD. SE. SE8603 ~ -------- A
AD. SE. SE6954 ~ -----oo---
AD. SE. SE7108 S R
ADHU. NO. NOGI L3~ ----------
ADU. CD. MAL  aeeeeee---
AGNG G e T
AG SE. SE7812 - ---eo---
AGHU. GA. VI 354 R
AGJ. AU, BFP90  --a-eee---
AGJ. M. 95M.8 S T
AGU.CD. 7321  -----e-- R
CRFO1_A. CF. 90CF40 ----H----
CRFO1_A. TH. 93TH25 - ---------
CRFO1_A. TH.CMR240 - ---------
CRFO1_A. TH. TH022  ----------
CRFO1_A. TH. THO47  -T--------
CRFO02_AG FR DJ263 ---P------
CRFO2_AG FR DJ264 ----------
CRFO2_AG NG I BNG - ---------
CRFO3_AB. RU. KAL15 S---------
CRFO04_cpx. CY. 94CY0 ----------
CRF04_cpx. GR 97PVC ----------
CRF04_cpx. GR 97PVM - - - - - - - V- -
CONSENSUS-B~ ===---m---
B.-.NL43E9 oo
B*. AU*. AF128998  ----------
B. AU.MBC18 -

HLA

B*57, B*5801
B57

B58

B*5701 B*5801

B. AU. MBC200 = ----------
B. AU. MBC925 = ----------
B. AU. MBCC54 -
B. AU. MBCC98 ------ H--
B. AU. MBCD36 ~ ----------
B.CN.RL42 a---------
B.DE.D31 = -eeee-----
B.DEEHAN -
B. ES. 89SP061 = -------- A
B.FR HXB2 = ----------
B.GA.OYI  eeeee-----
B.GBB.CAML ----------
B.GB.MANC  ----------
B.JP.JH31 = ----------
B. NL. 3202A21 ----------
B.TWLMA9 -
B. US. 85WCl PR54 - ---------
B.US.AD8 = e
B.US.BC = seeeee----
B. US. DH123 ~ ----------
B.US. JRCSF ~ ----------
B.US.JRFL  ----------
B.US. MNCG  ----------
B.US.NC7 e
B. US. NY5CG ~  ----------
B.US. P89 = ----------
B.US.RF e
B.US.SF2 = oo
B. US. W001 ~  ----------
B. US. WEAU160 -------- A
B. US. WR27 - - - XXX- - -
B.US. YU2 = e
BF. BR 93BR029.4  -------- Q
CONSENSUS-C - ------ - a-
C.BR 92BRO25 = -------- T-
C. BW 96BW1B22 e N--- A
C. BW96BW402 -------- A
C. BW96BW502 -------- A
C.BW96BW104 -------- A
C. BW 96BWL210 e N--- - N
C. BW96BW5B03  -------- A
C. BW96BW626 @~ -------- A
C. BW96BWM7A09  -------- A
C ET. ETH2220 -------- A
C. I N. 931 N904 S M A
C. I N. 931 N905 S M A
CIN93IN99  -------- A
C.I'N. 941 N11246 ~  -------- A
C. I N. 951 N21068 -------- A
CONSENSUS-D === --- - - a-
D. CD. 84ZR0O85 ----------
D.CD.ELI  -e------ A
D.CD.NDK - A

D. CD. 2276
D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F
F. BR BZ162
F. CD. VI 174
F. RW VI 69
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. BE. VI 325

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
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HIV CTL Epitope Alignments

p24 Epitopes 36, 37

Epi t ope #

36 NPPI PVGEI YKRW |
37 PPI PVGDI Y

B. FR HXB2 NPPI PVGEI YKRW |
CONSENSUS-A - ------ D------
A KE. @Q@3-CXCG-CG  ------- [
A. SE. SE6594 - ------ D------
A. SE. SE7253  ------- D------
A SE. SE7535 @ ------- D------
A. SE. SE8131 SR VAN » WP
A. SE. SE8538  ------- D------
A SE. SE8891 @ ------- D------
A UG 92U037  ------- D----M
A UG W55 - D-R----
AC. ET. E3099G -------omoooo -
AC. I'N. 21301 S Y
AC. RW 92RW)09 - - - - - mmmmmoo o
AC. SE. SE9488 - ------ [
AC. ZM ZAML74-21  -----cceeeeeo -
AC. ZM ZAML84 - e eeeeo oo
AC. ZM ZAM716-17  ------ccceeano-
ACD. SE. SEB603 ------- D------
AD. SE. SE6954 - oo --oeeoooo oo
AD. SE. SE7108 ~ ------- D------
ADHU. NO. NOGd L3 - - oo oo oo
ADU.CD. VAL - ------ D------
AG NG G mememeeeeeaao--
AG SE. SE7812  -----eeoooo- - Vv
AGHU. GA. VI 354 - eeeeee e o e
AGJ. AU. BFP90 - - - o o
AGJ. ML. 95ML.8 - - - eeeooooo -
AGU. CD. 2321 - e e mmmeeeee oo
CRFO1_A.CF.90CF40 ----------- K- - -
CRFO1_A. TH. 93TH25 ------- [
CRFO1_A. TH.CM40  ------- D------
CRFO1_A. TH. TH022  ------- [
CRFO1_A. TH. THO47  ------- Scee-
CRF02_AG FR DJ263 ------- [
CRF02_AG FR DJ264 ------- D------
CRF02_AG NG IBNG -------------- Vv
CRF03_AB. RU. KAL15 ------- [
CRFO4_cpx. CY.94CY0 ---V-----------
CRF04_cpx. GR. 97PVC ---------------
CRFO04_cpx. CR 97PVM - ------ D------

CONSENSUS- B

B. -. NL43E9

B*. AU*. AF128998
B. AU. MBC18

B. AU. MBC200

B. AU. MBC925

HLA

B35

AU. MBCC54
AU. MBCC98
AU. MBCD36
CN. RL42
DE. D31

DE. HAN
ES. 89SP061
FR. HXB2
GA. Ovl

GB. CAML

GB. MANC

JP. JH31

NL. 3202A21
TW LM49
85WCI PR54
AD8

BC

DH123
JRCSF
JRFL
MNCG

NC7
NY5CG
P896

RF

SF2
WC001
WEAU160
WR27

YU2

0o Mmoo mommommmmmmommomm oo m

alztaatgaiatal ol

CONSENSUS- C
BR. 92BR025
BW 96BW1B22
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220

. I N. 931 N904

. I N. 931 N905

. I'N. 931 N999

. I'N. 941 N11246
. I N. 951 N21068

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

F. BR BZ162

F. CD. VI 174

F. RW VI 69

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 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. BE. VI 325

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

_-_v ___________
_______ [0 N
eV -Dm e - -
SR VAN ¥ R
SR VRN | YU
ceeVe--Dm e - -
N, SR YRR
_______ D-cee--
eSS -Dmme- -
A ---Dmme---
Y R

?292----D-RK--V
-Q----D-RK--V
ANS- - --D-- RK-- V

------- D--r--v-
-GGV---D-------
------- DV- R- - V-
------- D--R-W



p24 Epitopes 38-43

Epi t ope #

38 | PVGEl YKRW | LGL
39 GDl YKRW |

40 GEl YKRW |

41 El YKRW |

42 | YKRW | L
43 | YKRW | LGL
B. FR. HXB2 | PVGEl YKRW | LGL
CONSENSUS- A SRR S
A KE. @3- CXC- CG S
A. SE. SE6594 S
A. SE. SE7253 S
A. SE. SE7535 S
A. SE. SE8131 (VA W
A. SE. SE8538 B
A. SE. SE8891 S
A UG 92U®037 ceeiDeee M-
A UG W455 cee-D-Rece----
AC. ET. E3099G ~ -=---mmmmmmmmm
AC.IN. 21301 Veommmmmeeao
AC. RW 92RWI09  mmmmmmmmmmmmmmn
AC. SE. SE9488 SR S
AC. ZM ZAML74-21 == -mmmmmmm e oo s
AC. ZM ZAML84 s mmmmmmm e
AC. ZM ZAM716-17 ~ ---mmmmmmm oo oo -
ACD. SE. SE8603 SRR S
AD. SE. SE6954 ~ cmmmmmm-mmoon-
AD. SE. SE7108 SR Y
ADHU. NO. NOGI L3~ =--mmmmmmmmmom
ADU. CD. MAL SR W
AG NG G8  mmmmmeeeeoo
AG SE. SE7812 ~ -eee----- Ve - -
AGHU. GA. VI 354  —occmeeeo oo
AGJ. AU, BFP90 ~ ccmeeemmoooe
AGJ. M. 95ML8  c-mmmmmmmmmmn-
AGU. CD. Z321 ~ memmmmmmmmemen
CRFO1_A. CF. 90CF40 -------- Ke=mmm-
CRFO1_A. TH. 93TH25 ----D----------
CRFO1_A. TH.CM240  ----D----------
CRFO1_A. TH.TH022  ----D----------
CRFO1_A. TH. THO47  ----S---nu----
CRFO2_AG FR DJ263 ----D----------
CRFO2_AG FR DJ264 ----D----------
CRFO2_AG NG IBNG  ----------- V- - -
CRFO3_AB. RU. KAL15 ----D----------
CRF04_cpx. CY. 94CY0 V--------------
CRF04_cpx. GR 97PVC --------m-mm---
CRF04_cpx. GR 97PVM ----D----------
CONSENSUS- B~ smmmmmmmmmmm o
B.-.NL43E9 cmemmmemmmmeon-

HLA

B8
B*0801
B8

B8
A*2402
A*2402

B*. AU*. AF128998
AU.
AU.
AU.
AU.
AU.
AU.
CN.
DE.
DE.
ES.
FR.
GA. OvI
GB.

GB. MANC
JP.
NL.
TW LMA9

F0 00 00 00 09 09 00 0 09 60 09 09 00 00 09 00 0 09 09 (0 09 00 00 00 00 0 00 00 (0 U0 0 0

atstaiataaiataala oo

BF. BR 93BR029. 4

MVBC18
MBC200
MBC925
MBCC54
VBCC98
MBCD36
RL42
D31
HAN
89SP061
HXB2

CAML

JH31
3202A21

85WCl PR54
AD8

BC
DH123
JRCSF
JRFL
VNCG
NC7
NY5CG
P896

RF

SF2
WC001
WEAU160
WR27
YU2

CONSENSUS- C

000000000000 000

BR. 92BR025
BW 96BW1B22
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220

. I N. 931 No04

. I N. 931 N905

. 1 N. 931 N999

. I'N. 941 N11246
. I N. 951 N21068

CONSENSUS- D
D. CD. 84ZR085

D. CD.

D. CD. NDK
D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F

F. BR BZ162

F. CD. VI 174

F. RW VI 69

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. BE. VI 325
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
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Veo-D-R--V---
V---D-R--V---
ceeD-RK--V---

cooD-RK--V---
ceoD-RK--V---

----D-R-W---



HIV CTL Epitope Alignments

i CRF02_AG FR DJ264 ---------mmmeeaa- V- - C. ET. ETH2220 - --mmmmmmmmmeeee o - V- -
p24 EpltoDeS 44-38 CRF02_AG NG I BNG  ----- Vemmmmmaoes V- - C.IN. 931 N9O4  mcemmeoeeieao V- -
CRF03_AB. RU. KAL15 -----mcmmmaaaao o V- - C.IN.93IN905 mccmmmmmmmmeeoao V- -
Epi tope # HLA CRF04_cpx. CY.94CY0Q ----------nm-- T---1-- C.IN 931 NO99  cccimemeeieeeeao V- -
44 YKRW | LGLNKI VRMYSPT B27 CRF04_cpx. GR. 97PVC -------------mn--- V- - C.IN. 941 N11246 -cccmmmmmccceee e V- -
45 KRW | LGLN Patr-B*03 CRF04 cpx.GR 97PVM - -------mmoomnm V- - C.IN. 951 N21068 ----mcccccmmmeem- V- -
46 KRW | LGLNK B*27
47 KRW | LGLNK B* 2705 CONSENSUS-B~ mmmmmmmmmem e CONSENSUS-D = cmmmmmmmmmmmeeee e - V- -
48 RRW QLGALQK B27 B.-.NL43E9 = e D. CD. 84ZR085  cmmmmmmmmmmmeee o V- -
49 KRW | LGLNKI V B27 B*. AU*. AF128998  ------------------ V- - D.CD.ELI —----- Vemmmmmeee o V- -
50 KRW | LGLNKI VVRY A33 B. AU. MBC18 = = s-ememememeeeaaaa | -- D.CD. NDK = ememmmmmmmmmemeaa- V- -
51 KRW | LGLNKI VRMY B27 B. AU. MBC200 = mmm e e e ee e aa oo D.CD. Z2Z6 = e e e e mmmmemaoa V- -
52 KRW | LGLNKI VRMYC B27 B. AU. MBC925 ~  memmmmmmmmmm oo D. UG 94UGL141 =-mmommmmmmm e V- -
53 KRW | LGLNKI VRMYSPTSI Bw627? B. AU. MBCC54 - e e e DF. CD. VI 961 = cccccmmmmmmeeeeaa V- -
54 Il LGLNKI VR A33 B. AU. MBCC98 ~  ---------- [P
55 LGLNKI VRMY Bw62 B. AU. MBCD36 ~ sermememeememmoe-- CONSENSUS- F~ mmmmmmmmmmeeem e V- -
56 LGLNKI VRMYS B62 B.CN.RL42 e (ot F.BR BZ162 = ceceeemmmeemmaoon V- -
57 GLNKI VRWY B62 B.DE. D31 = ceeeee oo F.CD.VI 174  ceeememmeeeeeeea V- -
58 RWSPTSI B52 B.DE. HAN e F.RWVI B9  eieeeia oo V- -
B. FR. HXB2 YKRW | LGLNKI VRMYSPTSI B. ES. 89SP061 =  c----memeeeeoaoa o F1.BE. VI 850 cccccmmmmmeeameaas V- -
B.FRHXB2 =~ s F1.BR 93BR020.1  ----cccmmmmmnnnn- V- -
CONSENSUS-A - --mmmmmmeme oo - - V- - B.GA. OYl e F1.Fl.FIN9363 cc-ccmcccmcccaooos V- -
A KE @3-CXC-CG ----------mmmmmo - V- - B.GB.CAML s F1. FR MP411l  commmmmmmeioaooo o V- -
A. SE. SE6594 - ---iieaaaooo- V- - B. GB. MANC e e oo E2. CM MP255 e e e e miie e V- -
A SE. SE7253 ~ ---------oo-o----- V- - B.JP.JH31 = eeeee oo S-- F2. CM MP257 cmmemmmmmee e eeea V- -
A SE. SE7535 @ ------------------ V- - B. NL. 3202A21 cmmmmmmmmmmmmmeaaa
A SE. SE8131 = ------eeeeeao-o--- V- - B.TWLMIO = - CONSENSUS- G~ s e V- -
A. SE. SE8538 @ --------oo-------- V- - B. US. 85WCl PR54 i G BE. DRCBL = e V- -
A. SE. SE8891 @ c--eeieeaaaoo-o- V- - B. US. AD8 e G Fl . HH8793 co e e iie e e V- -
A. UG 92UR037 R R V- - B.US.BC = = e S-- G NG 92N@83 o V- -
A. UG U455 R R T V- - B.US. DH123 ~  ------ Moo - G SE. SE6165 ~ cc-mmmmmmmmmeee o V- -
AC. ET. EB099G - -----mmmmim i i a o V- - B. US. JRCSF =~ cccmmmmmmmmmeaeaa V- -
AC.IN. 21301 ~  -----memmeeoeee V- - B.US. JRFL eeeeeee e CONSENSUS- H ~ cmmmmmcmmccceea e V- -
AC. RW92RW09 -----------mmo - V- - B.US. MNCG = mmmmmmmmmmee oo S-- H BE. VI 991 = cmmmmmmemeeeeaaas V- -
AC. SE. SE9488 - ----------------- V- - B.US.NC7 = e | -- H. BE. VI 997 = oo V- -
AC. ZM ZAML74-21  ----mmmmmmmm e e V- - B. US. NY5CG ~ mmmmmmmme e H. CF. 90CF056  =---cmmmcmemmmeem s V- -
AC. ZM ZAML84 ~  c e e e V- - B. US. P896 mmmmmmmmmmeeeeaos S -
AC. ZM ZAMI16-17  ---------mmmm e e - - - V- - B.US.RF e oo | -- CONSENSUS-J = mmmmmmmmmmmeee e e - V- -
ACD. SE. SE8603 ~  ------------------ V- - B.US. SF2 e J.SE. SE9173 = cmmmmmmmmmmmemaaa V- -
AD. SE. SE6954 - ----------------- V- - B. US. WO001 = e A - J. SE. SE9280  ccmmmmmmmeeeeeeas V- -
AD. SE. SE7108 ~  ---------oioo-o-- V- - B. US. WEAU160 ccmmmmmmm e mee e V- -
ADHU. NO. NOA L3 ------mmmmm e oo oo V- - B. US. WR27 e CONSENSUS- K=~ mmmmmmmmccceeee e e V- -
ADU. CD. MAL s e e a e V- - B.US. YU2 = e K.BE. VI 325 = e V- -
AG NG G3 s V- - BF. BR 93BR029.4 - K. CD. EQTB11C ~  ==---mmmmmmmmmmm o V- -
AG SE. SE7812  ----- Vommmmee e e - - V- - K.CM MP535 e e e e e V- -
AGHU. GA. VI 354  ceeeeeee e V- - CONSENSUS- C mmmmmmmmmmieeeeao e V- -
AGJ. AU. BFP9O ~  ------maaaooo-- VG C.BR 92BR025 = c--eeeeeeieaaoao- V- - CONSENSUS- N CR--Ve--cR-- - V- -
AGJ. M.. 95M.8 ---eee-eea oo V- - C. BW96BW1B22 W -----mmmmmmeee oo V- - N. CM YBF30 R --V----R---o-- V- -
AGQU. CD. 2321 ~  memeeemmmmeea----- V- - C. BW96BW402 @ ------e-memmea oo V- -
CRFO1_A. CF.90CF40 --K--------------- V- - C. BW96BW502 -----mmmmmm oo V- - CONSENSUS- O CRK- -V - M K- = - - V- -
CRFO1_A. TH 93TH25 ---------------- Q V-- C.BW96BWL104 ~  -----mmmmmmaa o V- - O. CM ANT70C = S VAR M K- = - - V- -
CRFO1_A TH.CMR240  ----------mmmm - V- - C. BW96BW210 ------mmmmmee e V- - O. CM MVP5180 SRK--V----- M K----V--
CRFO1_A. TH TH022  -------miimmimam o V- - C. BW96BWL5B03 ----cmmmmmao o V- -
CRFO1_A TH. THO47  -----------moommo V- - C. BW96BWL626 ~  ------mmemmeemooo V- - CONSENSUS- U~ mmmmmmmmemeeeieaoe Ve -
CRF02_AG FR DJ263 ------------------ V- - C. BW96BWL7A09 ----- TM- oo oo V- - U.CD. VI 1126 mmmmmmmmmeeeee e - V- -
1-D-24



HIV CTL Epitope Alignments

CONSENSUS- CPZ Y SV MR V R VA
CPZ. CD. CPZANT ~ ------ M === VooX--- V-
CPZ. GA. CPZGAB B VA o VA o
CPZ. US. CPZUS “R-W-----V-K--C VG —
=
1-D-25

DEC 99



HIV CTL Epitope Alignments

p24 Epitopes 59-65

Epi t ope #

59 FRDYVDRFYKTLRAEQASQD
60 RDYVDRFFKTL

61 RDYVDRFYKTL

62 YVDRFFKTL

63 DRFYKTLRA

64 DRFYKTLRA

65 DRFYKTLRAE

B. FR. HXB2 FRDYVDRFYKTL RAEQASQE
CONSENSUS-A ~ —--o-o-- Focomme e t--

A KE. @3-CXC-CG  -------- [SE = T-D
A. SE. SE6594 oo -- F-V------ T--

A. SE. SE7253  -------- = T-D
A. SE. SE7535 ~ -------- = D
A SE. SE8131 -------- F-A----- T--

A SE. SE8538 ~ -------- F-A----- T--

A. SE. SE8891  -------- = T--

A UG 92UX037  -------- Focmom e T--

A UG WSS oo Foceeenn- T-D
AC. ET. E3099G ------ GFE-A----- T-D
AC.IN. 21301 —-e----- = T-D
AC. RW 92RW09 - ------- = D
AC. SE. SE9488  -------- = T-D
AC. ZM ZAML74-21  -------- = T--

AC. ZM ZAMI84 oo Focmomm e T--

AC. ZM ZAM716-17  -------- Focooemnn T-D
ACD. SE. SE8603 ~ -------- (=S T--

AD. SE. SE6954 - - - e e mmemmoooo--- RD
AD. SE. SE7108  -------- = T--

ADHU. NO. NOGI L3 - ------- = T--

ADU. CD. VAL a-eae- - =S T--

AGNG&B e Foemmm--- T--

AG SE. SE7812 - ----- = T-D
AGHU. GA. VI 354 B . Focooennn T--

AGJ. AU. BFP9O - ----- Focmomm e T--

AGJ. ML. 95M.8  -------- Focomme - T--

AGU. CD. 7321  a-e-e--- Focoomm e T--

CRFO1_A. CF.90CF40 -------- Focemmmm- T--

CRFO1_A. TH. 93TH25 - --------- VAR T--

CRFO1_A TH. CM240  ----=--mmmommam- T--

CRFOL_A. TH. TH022  =---mommmecmo o T--

CRFO1_A TH. THO47  -----cmmmeeaoaoo- T--

CRF02_AG FR. DJ263 -------- Focemmm - T--

CRF02_AG FR DJ264 -------- = T--

CRFO2_AG NG IBNG  -------- = T--

CRFO3_AB. RU. KAL15 -------- Fooomem-- T-D
CRF04_cpx. CY. 94CY0 -------- F-CG----- T--

CRF04_cpx. GR 97PVC -------- F-C----- T--

CRF04_cpx. GR 97PVM - - - - - - - - F-C----- T-D

CONSENSUS- B

HLA
B71
A24
A26 or
A26 or
B14
B14, B*1402
B14

B70
B70

B.-.NL43E9 = e
B*. AU*. AF128998  --------iiaaao D
B. AU. MBC18 = meeeeeeeeo T--
B. AU. MBC200 mmmmmmmmmmeemea o
B. AU. MBC925 = cmmmmmmmmmmoo- D
B. AU. MBCC54 e
B. AU. MBCC98 mmmmmmmmmmmeeea oo
B. AU. MBCD36 ~ mmmmmmmmmmmemo -
B.CN. RL42 = e D
B.DE. D31 = meeeemee-o--- T--
B.DE. HAN oo T--
B. ES. 89SP061 = ----ccmmmmmmoo-
B. FR HXB2 = e
B.GA. OYl e D
B.GB.CAML oo
B. GB. MANC ~  mmmmmmmmieeeeo
B.JP.JH31 = oo
B. NL. 3202A21 ---mmmmmeemeo -
B.TWLMAO  ceea oo Toeo-- D
B. US. 85WCI PR54 - - oeeeem oo
B.US. AD8 e
B.US.BC = mmmmemmmoo--
B. US. DH123 = e
B.US.JRCSF cmmmieeia o T--
B.US.JRFL s
B. US. MNCG  mmmmmmmmmemmeeoo
B.US.NC7 = s
B. US. NYSCG ~ mmmmmmmmmmmmeeea o
B.US. P89 o
B.US.RF i D
B.US. SF2 oo D
B. US. WO001 ~ mmmmmmmmmeeeo
B. US. WEAU160 - ----cmmmmmm oo - T--
B.US. WR27 e
B.US. YU2 = oo
BF. BR 93BR029.4  -----------o---- T--D
CONSENSUS-C - ------- = t-d
C.BR 92BRO25 -------- F-eoomm- - T-D
C.BW96BW1B22  -------- Foeoeen-- T-D
C. BW96BW402 -------- Fo-een-- ST- -
C. BW96BW502 -------- Foommem-- T-D
C.BW96BW104 -------- Fo-een-- S---
C.BW96BW210 -------- Foommem-- T-D
C. BW96BW5B03 -------- Foeoeen-- T-D
C. BW96BW626 ~  -------- Foommem-- T-D
C. BW96BW7A09 -------- Fo-oeoo-- T-D
C. ET. ETH2220 -------- = T-D
C.IN.93IN9O4 -------- F-eoomm- - T-D
C.IN.93IN905  -------- = T-D
C.IN.93IN999 -------- FR------- T-D
C.IN. 941 N11246 -------- Foeoeen-- T-D
C. I N. 951 N21068 -------- Foeoeen-- T-D
CONSENSUS-D s d

I-D-26
DEC 99

D. CD. 84ZR085
D. CD. ELI

D. CD. NDK

D. CD. 2276

D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F

F. BR BZ162
F.CD. VI 174

F. RW VI 69

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. BE. VI 325

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

___________________ D
___________________ D
___________________ D
___________________ D
________ =
________ =S
________ [ =R
-------- F------ET--
-------- F-V--------D
________ [ =S
-------- F-A-----T--
________ =
________ =S
________ =S
________ =
________ [ =R
________ =S
________ [ =S
-------- F-G-------D
-------- F--------T-d
-------- FRV------T-D
________ [ =R
-------- F--------T-D
-------- F-A------T-D
-------- F-A------T-D
-------- F-A------T-D
________ [ =
________ [ =R
-------- FRV------T--
________ [ =R
_________________ T--
_________________ T--
_________________ T--
_________________ T--
_________________ T--
________ [ =
________ [ =
----------- [-------P
__________________ P-



p24 Epitopes 66, 67

Epi t ope # HLA
66 RAEQASQEV  B14?
67 RAEQASQEV  Ow8
B. FR. HXB2 RAEQASQEV
CONSENSUS-A - ---- t---
A KE. Q@3-CXCGCG  ----- T-D
A. SE. SE6594  ----- T---
A SE. SE7253  ----- T-D
A SE. SE7/535 @ ------- D
A. SE. SE8131 @ ----- T---
A. SE. SE8538  ----- T---
A SE. SE8891 @ ----- T---
A UG 92Uux037 ----- T---
A UG U455 - T-D
AC. ET. E3099G ----- T-D
AC.IN. 21301 ----- T-D
AC. RW92RW09 ------- D
AC. SE. SE9488  ----- T-D
AC. ZM ZAML74-21  ----- T---
AC. ZM zAMLIB4 ~ ----- T---
AC. ZM ZAVMF16-17  ----- T-D
ACD. SE. SE8603 ----- T---
AD. SE. SE6954  ------ RD-
AD. SE. SE7108  ----- T---
ADHU. NO. NOE L3 ----- T---
ADU. CD. VAL - T---
AGNGEB  ----- T---
AG SE. SE7812  ----- T-D
AGHU. GA. VI 354  ----- T---
AGl. AU. BFP9O  ----- T---
AGJ. M. 95M8 ----- T---
ACGU. CD. 2321 ~ ----- T---
CRFO1_A. CF. 90CF40 - ---- T---
CRFO1_A. TH. 93TH25 - ---- T---
CRFO1_A TH CM240  ----- T---
CRFO1_A. TH. TH022  ----- T---
CRFO1_A. TH. THO47  ----- T---
CRF02_AG FR DJ263 ----- T---
CRF02_AG FR DJ264 ----- T---
CRF02_AG NG | BNG = ----- T---
CRFO3_AB. RU. KAL15 ----- T-D
CRF04_cpx. CY. 94CY0 ----- T---
CRF04_cpx. GR 97PVC ----- T---
CRF04_cpx. GR 97PWM - - - - - T-D
CONSENSUS-B - --------
B.-.NL43EO -
B*. AU*. AF128998 @ ------- D
B. AU.MBC18 ~ ----- T---
B. AU. MBC200 = ---------
B. AU. MBC925 ~  ------- D

AU. MBCC54  ---------
AU. MBCC98 ---------
AU. MBCD36 ~ ---------
CN.RL42 - D
DEED31 ----- T---
DEEHAN ----- T---
ES. 89SP061 @ @ ---------
FR HXB2 = —eeeee---
GA.OYl - D
GB.CAML e
GB.MANC e
JP.JH31 e
NL. 3202A21 - --------
TW LM49 T----- D
85WCI PR54 - --------
AD8 0 meeeeao--
BC  eeeeeaa-
DH123 ~  aeeaa----
JRCSF  ----- T---
JRFL  eeeeeaa--
MNCG ~  ae-e-----
NC7 eeeaao-
NY5CG = e--------
P896 0 e
RF = eeeeaa- D
SF2 e D
W001 000 meee-----
WEAU160 ----- T---
WR27 eeeeeao -
|76 72

0o oo mommommmmmmommoom oo m

algaargtaiatgai o

CONSENSUS-C ~ ----- t-d-
C.BR 92BRO25 ~  ----- T-D
C.BW96BWI1B22 ~  ----- T-D
C. BW 96BW402 cee-ST---
C.BW96BW502 ----- T-D
C. BW 96BW.104 ceeiSeen-
C.BW96BW210 ----- T-D
C.BW96BW5B03  ----- T-D
C.BW96BW 626 ~  ----- T-D
C.BW96BWL7A09 ----- T-D
C ET.ETH2220 ----- T-D
C.IN 93IN904  ----- T-D
C.IN. 93IN905 ----- T-D
C.IN.93IN999 ----- T-D
C.IN. 94I N11246 ----- T-D
C.IN. 95/ N21068 ----- T-D
CONSENSUS-D ~ ==-=--- d-
D.CD. 84ZR085 ~  ---------
D.CD.ELI  eeeeee- D
D.CD.NDK  e-eeee- D
D.CD. 7226 ~  c-eeeeee-
D. UG 94UGL141 ------- D
1-D-27

DF. CD. VI 961

CONSENSUS- F

F. BR BZ162

F. CD. VI 174

F. RW VI 69

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 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. BE. VI 325

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
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HIV CTL Epitope Alignments

p24 Epitopes 68-71

Epi t ope #

68 AEQASQDVKNW
69 EQASQEVKNVMT
70 QASQEVKNW
71 QASQEVKNW
B. FR. HXB2 AEQASQEVKNWWT
CONSENSUS- A e tee--ge--
A KE @3-CXCG-CG  ----T-D------
A. SE. SE6594 e T G-
A. SE. SE7253 e T-D-----
A SE. SE7535  ------ Docoo--
A. SE. SE8131 e TG --
A. SE. SE8538 TG --
A. SE. SE8891 e TG -
A UG 92UR037 TG --
A UG U455 e -T-D-m---
AC. ET. E3099G e T-D----
AC.IN. 21301 e -T-D----
AC. RW 92RW09  ------ D-----
AC. SE. SE9488 e -T-D-----
AC. ZM ZAML74- 21 T
AC. ZM ZAML84 T
AC. ZM ZAM716- 17 R Y W
ACD. SE. SE8603 R
AD. SE. SE6954  ----- RD------
AD. SE. SE7108 e TG -
ADHU. NO. NOG! L3 R R
ADU. CD. MAL SO
AG NG &3 R
AG. SE. SE7812 e -T-D----
AGHU. GA. VI 354 R
AGJ. AU. BFP90 T
AGJ. M.. 95M.8 T
AGU. CD. 7321 e TG -
CRFO1_A. CF. 90CF40 ----T--------
CRFO1_A TH. 93TH25 ----T--------
CRFOL_A TH. CM240  ----T--------
CRFO1_A TH. TH022  ----T--------
CRFOL_A TH. THO47  ----T--------
CRF02_AG FR. DJ263 ----T----- R- -
CRF02_AG FR DJ264 ----T--------
CRF02_AG NG | BNG  ----T--------
CRFO3_AB. RU. KAL15 ----T-D------
CRF04_cpx. CY. 94CY0 ----T--------
CRF04_cpx. GR. 97PVC ----T--------
CRF04_cpx. GR. 97PVM - ---T-D-- - - - -
CONSENSUS-B ~ mmmmmmmmmmo e
B.-.NL43E9 c---mmmeeoo--
B*. AU*. AF128998  ------ D-----
B. AU. MBC18 SO

HLA

B44

B44
B*57
Cws 0401

B. AU. MBC200  ---meeee----
B. AU. MBC925  ------ D-----
B. AU. MBCC54 = ---meme---
B. AU. MBCC98  --eemeee- -
B. AU. MBCD36 o ----mmme----
B.CN.RL42 ------ 5
B. DE. D31 I
B. DE. HAN R
B. ES. 89SP061 = -------------
B. FR HXB2 ~ --eeieaooa--
B.GA.OYIl - D-----
B.GB.CAML = meeeeeeeao--
B.GB. MANC ~  eeeeeaaoo--
B.JP.JH31 = e
B. NL. 3202A21 - ----eeeea--
B. TW LM49 S Dooo--
B. US. 85WCI PR54 - ----am e -
B.US. AD8  eeeeeeeooaa-
B.US.BC = = e
B. US. DH123 = ---eeeeee---
B. US. JRCSF U
B.US.JRFL  —eeeeeeea -
B.US. MN\CG ~ ---------- RT-
B.US.NC7 = eemeeeeea- -
B. US. NY5CG ~  ----memeeoa--
B.US.P896 = -eeeeeea---
B.USRF  ------ Doonn--
B.US.SF2 oo Dooo--
B. US. WO001 ~  -eeeeemeee -
B. US. WEAU160 R [
B.US.WR27  eeeeeeeeee oo
B.US. YU2 ~  eeeeeeaooa-s
BF. BR 93BR029. 4 ---T--D------
CONSENSUS- C ceeet-de-----
C. BR 92BR025 ----T-D-----
C. BW 96BW1B22 - T-D-----
C. BW 96BW402 ---ST--------
C. BW 96BW502 - T-D-----
C. BW96BW.104 e
C. BW96BW210 ----T-D-----
C. BW 96BWL.5B03 - T-D-----
C. BW 96BWL626 -e--T-D-----
C. BW 96BWL7A09 - T-D-----
C. ET. ETH2220 ----T-D-----
C. I N. 931 N904 - T-D-----
C. I N. 931 N905 - T-D-----
C. I'N. 931 N999 ----T-D-----
C. 1 N. 941 N11246 U S W
C.I'N. 951 N21068 ----T-D-----
CONSENSUS-D - ----- d------
D. CD. 84ZR085 ~  -------------
D.CD.ELI  ee---- Dovn--
D.CD.NDK ~ —eee-- Dooo--
I-D-28

D. CD. 2276
D. UG 94UG1141
DF. CD. VI 961

CONSENSUS- F

F. BR BZ162
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F. RW VI 69

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
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H. BE. VI 991

H. BE. VI 997

H. CF. 90CF056

CONSENSUS- J
J. SE. SE9173
J. SE. SE9280
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K. BE. VI 325

K. CD. EQTB11C
K. CM MP535
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N. CM YBF30

CONSENSUS- O
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O CM WP5180
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U. CD. VI 1126
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CPZ. CD. CPZANT
CPZ. GA. CPZGAB
CPZ. US. CPZUS

--ET----G--
______ D-G--
e Te -G --
e Teae- G- -



p24 Epitope 72

Epi t ope #
72
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 ZAML74- 21
AC. ZM ZAML 84
AC. ZM ZAW7 16- 17
ACD. SE. SE8603
AD. SE. SE6954
AD. SE. SE7108
ADHU. NO. NOG L3
ADU. CD. VAL
AG NG &3
AG SE. SE7812
AGHU. GA. VI 354
AGJ. AU. BFP90
AGJ. M. 95M.8
AGU. CD. 2321

>>>>>>>
w
m

HLA
VKNWMIETLL B8
VKNWMTETLL

CRFO1_A CF.90CF40 ----------
CRFO1_A. TH. 93TH25 ----------
CRFO1_A. TH.CM40  ----------
CRFO1_A TH. TH022  ----------
CRFO1_A. TH. THO47  ----------
CRF02_AG FR. DJ263 ---R------
CRF02_AG FR DJ264 ----------
CRFO2_AG NG IBNG  ----------
CRFO3_AB. RU. KAL15  ----------
CRF04_cpx. CY. 94CY0 ----------
CRFO04_cpx. GR 97PVC ----------
CRF04_cpx. GR 97PVM - ---------

CONSENSUS- B

B. -. NL43E9

B*. AU*. AF128998
B. AU. MBC18

B. AU. MBC200

B. AU. MBC925

B. AU. MBCC54

85WCl PR54 ~ =--e--ee--
ADB e
BC  ceeeeee-e-
DHI23 ~  ceeeeeo--
JRCSE e
JRFL e

[ o720

09 [0 09 09 00 09 09 00 09 09 00 09 09 00 09 09 00 09 09 60 00 09 00 09 09 00 0 0 (0

daltdaadaadarctaanege
3
8

BF. BR 93BR029. 4  ----------

CONSENSUS-C ~ ------ d---
BR 92BRO25 ~ ------ D --
BW 96BW1B22 ------ D --
BW 96BW402  ------ D--
BW 96BW502 ~  ----------
BW96BWM 104 ~  ------ D--
BW 96BW 210 ------ D --
BW 96BWL5B03  ------ D--
BW 96BWL626 ~ ------ D --
BW 96BWL.7A09 ------ D --
ET. ETH2220  ------ D--
. IN.931N904  ------ D --
. IN.93IN905  ------ D --
CIN.93IN999  ------ D --
. IN. 941 N11246 - ----- D--
I N. 951 N21068 ~ ----------

000000000000 000
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CONSENSUS- F -og---d---
F. BR BZ162 -G --D--
F.CD. VI 174 -G --D-- o
F. RW VI 69 -G --D-- =
F1. BE. VI 850 -G --D-- —
F1.BR 93BR020.1  --G--D---
F1. Fl. FI N9363 -G --D--
F1.FR MP411  ----e-- S -
F2.CM MP255 ~ -=---oo--
F2. CM MP257 G-
CONSENSUS- G -eg---D--
G BE. DRCBL -G --D--
G FI . HHB793 -G --D--
G NG 92N083 -G --D--
G SE. SE6165 -G --D--
CONSENSUS-H ~ -=---- d---
HBE.VI991 ------ D--
HBE.VI997 ------ D--
H CF. 90CF056 ~  -=--------
CONSENSUS-J ~ -=---- D --
J.SE. SE9173  ------ D--
J. SE. SE9280  ------ D --
CONSENSUS- K~ -=---- d---
K. BE.VI325 ------ D --
K. CD. EQTB11C ~  -=--------
K.CM MP535  ------ D --
CONSENSUS-N =~ ceecmmeon
N.CM YBF30 ~  -e-ee-eo--
CONSENSUS- O =-ecmcmenon
O CM ANT70C ~ —-=-emme--
O CM MP5180  --=-ec-eo-
CONSENSUS-U ~ -=---- D --
U CD.VI1126  ------ D --
CONSENSUS- CPZ B S
CPZ. CD. CPZANT o Aeeen-
CPZ. GA. CPZGAB - ----- D--
CPZ. US. CPZUS I




HIV CTL Epitope Alignments

p24 Epitopes 73-77

Epi t ope #

73 VQNANPDCKTI LKAL
74 NANPDCKTI

75 NANPDCKT]I

76 NPDCKTI L

77 DCKTI LKAL
B. FR HXB2 VOQNANPDCKTI LKAL
CONSENSUS-A == - - - - - - S--r--
A KE. @3-CXCG-CG  --------- A-R-
A. SE. SE6594 RS S--R--
A SE. SE7253 - -------- S -R--
A. SE. SE7535 RS S--R--
A SE. SE8131 = --------- S--RG
A SE. SE8538 @ --------- S----
A SE. SE8891 @ --------- S -R--
A. UG 92UR037 [ S-R--
A UG W55 e S--R--
AC. ET. E3099G --------- SL----
AC. I N. 21301 = —---emmm---- R- -
AC. RW92RW09 -------mmm-- R- -
AC. SE. SE9488 - ----------- R- -
AC. ZM ZAML74-21  --------- S----
AC. ZM ZAML84 - - oo oo S -R--
AC. ZM ZAM716- 17 -PH--- - R- -
ACD. SE. SE8603 ~ --------oo-oo -
AD. SE. SE6954 = -----ooeaoo-o--
AD. SE. SE7108 = ------------ R -
ADHU. NO. NOGd L3 - - e oo
ADU. CD. MAL e e emmeee e o
AGNG G = mmemeeoa--- R -
AG SE. SE7812 @ --------- S--R--
AGHU. GA. VI 354 - ---eoaa-- RG
AGJ. AU. BFPOO - R- -
AGJ. ML. 95ML8 e e e
AGU. CD. Z321  mmmmememmeo- R- -
CRFO1_A.CF.90CF40 --------- (ST
CRFO1_A. TH. 93TH25 --------- (ST
CRFO1_A. TH.CM40  --------- S----
CRFO1_A. TH. TH022  --------- (ST
CRFO1_A. TH. THO47  --------- S-o--
CRF02_AG FR DJ263 --------- S--R--
CRF02_AG FR DJ264 --------- S--R--
CRF02_AG NG IBNG  --------- S--R--
CRFO3_AB. RU. KAL15 ------------ R--
CRFO4_cpx. CY. 94CY0 --------- S ----
CRF04_cpx. CR 97PVC --------- S ----
CRFO04_cpx. GR 97PVM - -------- S----
CONSENSUS-B~ mmmmmmmmmmmem o -
B.-.NL43EQ  -------- E------

B*. AU*. AF128998

HLA

B8
B*5101
B51
B35

B8

AU. MBC18
AU. MBC200
AU. MBC925
AU. MBCC54
AU. MBCC98
AU. MBCD36
CN. RL42
DE. D31

DE. HAN
ES. 89SP061
FR. HXB2
GA. Ovl

GB. CAML

GB. MANC

JP. JH31

NL. 3202A21
TW LM49

85WCI PR54
AD8

BC

DH123
JRCSF
JRFL

MNCG

NC7

NY5CG
P896

RF

SF2

WC001
WEAU160
VWR27

. US. YU2

BF. BR 93BR029. 4

09 00 09 00 00 09 09 00 09 00 0 09 09 §0 09 00 00 09 00 0 09 00 00 09 00 0 09 00 00 U9 00 00 (0

6rEh6E00000600500
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BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
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BW 96BWL7A09
ET. ETH2220

. I N. 931 N904

. I N. 931 N905

. I'N. 931 N999

. I'N. 941 N11246
. I'N. 951 N21068

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

F. BR BZ162
F.CD. VI 174

F. RW VI 69

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 92N@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. BE. VI 325

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



p24 Epitopes 78-80

Epi t ope #

78 LEEMMTACQGVGGPGHKARY  B7
79 ACQGVGGPGHK

80 GPGHKARVL  B7
B. FR. HXB2 L EEMMIACQGVGGPGHKARVL
CONSENSUS- A mmmmmmmmmmemeeeee e
A KE Q@3- CXC-CG  ----mmmmmmmmmmmmm -
A SE. SE6594  cmmmmmmmmmmmmeeo -
A SE. SE7253  ----- S Soc--
A. SE. SE7535 ~ ceemmmmemmmmmmemoa
A SE. SE8131 c-eeeemmeonan S
A. SE. SE8538 ~ cememmmmmmmmeema
A SE. SE8891 c-mmmmmmmmmmmmeemooo-
A UG 92URD37 mmmmmmmmmmmmmmmmmeas
A UG U455 cee e
AC. ET. E3099G ~  --cmmmmmmmmnnn S
AC.IN. 21301 ~  cemmmmmmeaan- S
AC. RW 92RWD09  —-mmmmmmmmmmmmmmm oo
AC. SE. SE9488 ~ csc-cceo-ao-- S
AC. ZM ZAML74-21  ==--mmmmmmam - Aemmme-
AC. ZM ZAML84 ~  mmmmmmmmm e
AC. ZM ZAM716-17 ~ ==--mmmmmmmm - S
ACD. SE. SES8603 === --mmmmmmmmemaon
AD. SE. SE6954 ~ cemmmmmmmmmmm e
AD. SE. SE7108 ~  c-mmmmmmmmmmmmmmm oo
ADHU. NO. NOGI L3~ mmmmmmmmmmmmmmmmm e
ADU. CD. MAL ~ mmeemeeaaao- S -
AG NG G3 ] EEETEE S-----
AG. SE. SE7812 ceememeeeeaon- S
AGHU. GA. VI 354  mmcmmmmemeeee o
AG). AU. BFP90 ~  mmmmmmmmmmmmm e
AGJ. M. 95ML8 s mmmmmmmmmmmmmmemo -
AGU. CD. Z321 ~ memmmmemeaee- S
CRFO1_A. CF. 90CF40 == ====ssmeemmaaaannn
CRFO1_A. TH. 93TH25 ---------=---- S
CRFOL_A. TH.CMR40 - ---------con- S
CRFO1_A TH. THO22  --------ocmm-- S
CRFOL_A. TH. THO47  -----oeoeaae- S
CRF02_AG FR. DJ263 -----ccmmmmmmmamaaann
CRF02_AG FR. DJ264 -----ccmmmmmmmaeaaann
CRF02_AG NG | BNG  ====ssmmmmmmmaaaannn
CRF03_AB. RU. KAL15 ------ Vemmmmmmmeeeaa e
CRFO4_cpX. CY. 94CY0 -------------- S--n--
CRFO4_cpx. GR 97PVC -------------- A------
CRF04_cpX. GR 97PVM - --------nnnm- S--n--
CONSENSUS- B~ mmmmmmmmmmmmeeeeee e
B.-.NL43E9 cmmmmmmmmmmmmeea
B*. AU*. AF128998  ---------z---- S--o]-
B. AU. MBC18 ~  smmeemmemmomon S
B. AU. MBC200 ~  mmmmmmmmmmmmmmmeaoa

AU. MBC925
AU. MBCC54
AU. MBCC98 ~  m-mmeeemeeeemeeaaaa o
AU. MBCD36
CN. RL42
DE. D31  meeeeeeeeeeeeo---
DE. HAN
ES. 89SP061
FR. HXB2
GA OYl e
GB. CAML
GB. MANC eeeeeeeeao - S---1-
JP. JH31
NL. 3202A21
TW LMA9
85WCl PR54
ADB 0 meeeeeeeeeeieeeeeees
BC e
DH123 = eeeeeeeeeeeeeeeeeee
JRCSF e
JRFL  meeeemeeeeeeeeeeeaa

G0 oo Mmoo mmm o mmommmmmmmommmommm

dalgdaadargdarstaaige
g

CONSENSUS- C
BR. 92BR025
BW 96BW1B22
BW 96BW402
BW 96BW502
BW 96BWL104
BW 96BWL210
BW 96BWL5B03
BW 96BWL626
BW 96BWL7A09
ET. ETH2220

. 1 N. 931 N904

. 1 N. 931 N905

. 1 N. 931 N999

. I'N. 941 N11246
. I'N. 951 N21068

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
F. BR BZ162
F.CD. VI 174
F. RW VI 69
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 FI . HH8793
G NG 92N@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. BE. VI 325

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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