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Two subjects from the nonprogressor and rapid
progressor groups were chosen comparing each
of their first and last visit clones.
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Sequence alignment of rapid progressors shows
large number of mutations from first to last

S10v6-9 EVVIRSENFTDNAKTIIVHLNKSVEINCTRPNNNTRRSINMGPGRVFYATGEIIGDIRQA
S10ve6-1 EVVIRSENFTDNAKTIIVHLNKSVEINCTRPNNNTRRSINMGPGRAFYATGEIIGDIRQA
S10ve-7 EVVIRSENFTDNAKTIIVHLNKAVEINCTRPNNNTRRSINMGPGRAFYATGDIIGDIRQA
S10V6-10 EVVIRSENFTDNAKTIIVHLNKSVEINCTRPNNNTRRSINMGPGRAFYATGEIIGDIRQA
S10V6-6 EVAIRSENFTDNAKTIIVHLNKSVEINCTRPNNNTRRSINMGPGRAFYATGDIIGDIRQA
S10V6-3 EVVIRSENFTDNAKTIIVQLNKSVEINCTRPNNNTRRSINMGPGRALYTTGDIIGDIRQA
S10v6-2 EVVIRSENFTDNAKTIIVHLNKSVEINCTRPNNNTRRSINMGPGRAFYTTGDIIGDIRQA
S10v1-4 EVVIRSENFTDNAKTIIIQLNKSVEINCTRPNNNTRRSINMGPGRAFYTTGEIIGDIRQA
S10V1-3[2] EVVIRSENFTDNAKTIIVQLNKSVEINCTRPNNNTRRSINMGPGRAFYTTGEITGDIRQA
sS10v1i-7 EVVIRSENFTDNAKTIIVQLNKSVEINCTRPNNNTRRSINMGPGRAFYTTGEIIGDIRQA
S10V1-5 EVVIRSENFTDNAKTIIVQLNKSVEINRTRPNNNTRRSINMGPGRAFYTTGEIIGDIRQA
S10Vv1-1[2] EVVIRSENFTDNAKTIIVQLNKSVEINCTRPNNNTRRSINMGPGRAFYTTGEIIGDIROQA
S10V1-6 EVVIRSENFTDNAKTIIVQLNKSVEINCTRPNNNTRRSINMGPGRAFYTTGGIIGDIRQA
S10Vv1-2[2] EVVIRSENFTDNAKTIIVQLNKSVEINCTRPNNNTRRSINMGPGRALYTTGEIIGDIRQA
S510vV6-8 EVVIRSENFTDNAKTIIVHLNKSVEINCTRPNNNTRRSINMGPGRVFYTTGEIIGDIRQA
S10V6-5 EVVIRSENFTDNAKTIIVHLNKSVEINCTRPNNNKRKRITMGPGRALYTTGEIIGDIRQR
S10ve-4 EVVIRSENFTDNAKTIIVHLNESVEINCTRPNNNKRKRINMGPGRVLYTTGEIIGDIRQR
consensus EVvVvIRSENFTDNAKTIIvhLNksVEINcTRPNNNtRrsInMGPGRafYtTGeIiGDIRQa
S10v6-9 HCNLSRTKWNDTLKQVVAKLREQFRNKTIIFTQSS
510V6-1 HCNLSRTKWNDTLKQVVAKLREQFRNKTIIFTQSS
sS10ve-7 HCNLSRTKWNDTLKQAVAKLREQFRNKTIIFTQSS
S10V6-10 HCNLSRTKWNDTLKQVVDKLREQFRNKTIIFTQSS
S10V6-6 HCNLSRTKWNDTLKQVVDKLREQFRNKTIIFNQSS
S10v6-3 HCNISRTEWNDTLKQVVDKLREQFRNKTIIFNQSS
S10vV6-2 HCNLSRTEWNDTLKQAVDKLREQFRNKTIIFNQSS
S10Vv1i-4 HCNLSRTKWNDTLKQVVDKLREQFRNKTIIFNQSS
S10V1-3[2] HCNLSRTKWNDTLKQVVDKLREQFRNKTIIFNQSS
S10v1-7 HCNLSRTKWNDTLKQVVDKLGEQFRNKTIIFNQSS
S10V1-5 HCNLSRTKWNDTLKQVVDKLREQFRNKTIIFNQSS
S10V1-1[2] HCNLSRTKWNDTLKQVVDKLREQFRNKTIIFNQSS
S10V1-6 HCNLSRTKWNDTLKQVVDKLREQFRNKTIIFNQSS
S10V1-2[2] HCNLSRTKWNDTLKQVVDKLREQFRNKTIIFNQSS
S10V6-8 HCNLSRTKWNDTLKQVVDKLREQFRNKTIIFNQSS
S10V6-5 YCNLSRTKWNDTLKQGADKLREQFRNKTIIFNQSS
S10ve-4 YCNLSRTEWNDTLKQVVDKLREQFRNKTIIFNQSS

consensus hCN1SRTKWNDTLKQvvdKLrEQFRNKTIIFnQSS



Sequence alignment of rapid progressors shows
large number of mutations from first to last

S3V6-6 DIVIRSANFSDNAKTILVQLNETVVMNCTRPGNNTRKRVTLGPGRVYYTTGOIIGDIRKA
S3vée-3 DIVIRSANFSDNAKTILVQLNETVVMNCTRPGNNTRKRVTLGPGRVYYTTGQIIGDIRKA
S3V6-1[3] DIVIRSANFSDNAKTILVQLNETVVMNCTRPGNNTRKRVTLGPGRVYYTTGQIIGDIRKA
S3V6-5[2] DIVIRSANFSDNAKTILVQLNETVVMNCTIRPGNNTRKRVILGPGRVYYTTGQIIGDIRKA

S3vée-4 DIVIRSANFSDNAKTILVQLNETVVMNCTRPGNNTRKRVTLGPGRVYYTTGQIIGDIRKA
S3V6-2[2] DVVIRSANFTDNAKTILVQLNETVVMNCTRPGNNTRKRVTLGPGRVYYTTGQIIGDIRKA
S3vi-4 DVVIRSANFTNNAKTILVQLNETVVMNCTRPGNNTRKRVTLGPGKVYYTTGQIIGDIRKA
s3vi-3 DVVIRSANFINNAKTILVQLNETVVMNCIRPGNNIRKRVTLGPGKVYYTTGQIIGDIRKA
S3V1-1[7] DVVIRSANFSDNAKTILVQLNETVVMNCTIRPGNNTRKRVILGPGKVYYTTGQIIGDIRKA
s3vl-2 DVVIRSANFSDNAKTILVQLNETVVMNCTRPGNNTRKRVTLGPGKVYYTTGQIIGDIRKA
consensus DiVIRSANFsdNAKTILVQLNETVVMNCTRPGNNTRKRVTLGPGrVYYTTGQIIGDIRKA
S3V6-6 HCNLSRAGWNSTLERIAIKLREQFQNKTIAFNQSS

S3vé6-3 HCNLSRAGWNNTLERIAIKLREQFQNKTIAFNQSS

S3V6-1[3] HCNLSRAGWNNTLERIAIKLREQFQNKTIAFNQSS
S3V6-5[2] HCNLSRADWNNTLERIAIKLREQFQNKTIAFNQSS

S3vée-4 HCNLSRADWNNTLERIAIKL-EQFQNKTIGFNQSS
S3V6-2[2] HCNLSRADWNNTLERIAIKLREQFQNKTIAFNQSS
S3vl-4 HCNLSRADWNNTLEKRIAIKLREQFQNKTIVFNQSS
s3vli-3 HCNLSRADWNNTLKRIAIKLREQFQNKTIAFNQSS
S3V1-1[7] HCNLSRADWNNTLKRIAIKLREQFQNKTIVFNQSS
s3vi-2 HCNLSRADWNNTLEKRIAIKLREQFQNKTIAFNQSS

consensus HCNLSRAAWNnNTLeRIAIKLrEQFQNKTIaFNQSS



Sequence alignment of non progressors shows
less mutations per number of clones than rapid

progressors from first to last visits.

Slz¥B-1
S1l2¥1-2
Slz¥wB-AH
SLEY1-3
S1l2¥W1-1[7]
SlzvWB-Z2Z[ZE]
SLEYBE-3[Z]
SlzvWH—-4
Slz2¥l—-d
SlzvwB-T7
Slz¥WH-6
S1LEZYWH-5
COODNEONLLE

Slz¥B-1
S1l2¥1-2
S1LEYWBE-B
5lzx%1l-13
S1l2¥W1-1[7]
SlzvWB-Z2Z[ZE]
Slz¥WB-3[Z]
SLEYE-4d
Slzx¥Wl-4d
S5lz¥B-T7
SLEZYHE-&
S1lz2¥WHB-5
COODNEOINLLE

EYYIRSENFTIHAR L I IYOLHETYELNCTRPNHDTRESIPIGPGRAFYTTGELLGD LTRQA
EYYIRSENFTIHAR LI I IYQLNETYELNCTRPNHETRRSIPIGPGRAFYTTGELLIGD IRQA
EYYIRSENFALNAR LI I IYQOLNETYE LNCTRP NN AT RRSIPIGPGRAFYTTGELLGD IRQA
EYYIRSRENF T DHARI I LYQLNETYELHCTRFPHNNLRRS [P LGP GRAFYTITGEL I GD LEQGA
EYYIRSENFTIHAR LI I IYQOLNETYE L NCTRPNHHTRESIPIGPGRAFYTTGELIGD IREQA
EYYIRSENFTIHAR L I IYQOLNETYELNCTRPHHNTRRSIPIGPGRAFYTTGELIGD LRQA
EYVYIRSENFTINAR I I IYOLHETYEILNCTRPNNNLRRSIPIGPGRAFYTTGEI TGO LRGA
EYYIRSENFTIHAR LI IYQLNETYE LNCTRPNHHNTRRSIPIGPGRAFYTTGELIGD IRQMA
EYYIRSYHNFTLIHART I IV LTS YEINCTRPHHNTRRSIPIGPGRAFYTTGELIIGD IREQA
EYYIRSENFTIHAR LI I IYOLNETYE L NCTRFPNHHTRESIPIGPGRAFYATGELIGD IRQA
EYYIRSENFTIHAR L I IYQOLNETYE I NCTRP NN AT RRSIPIGPGRAFYATGELIGD LREQA
EYVYIERSYHNF TINAR T I IV LHETYEINCTRPNNN L RRS IR I GPGRAFYATGEI TGO IRGA
EYYIRSkNFLtINARL IIYO L=t YEINCTRPNHOTRRS I I GPGRAFYLTGELIIGDIRQA

BCHLSEARMNET LEQIYVIRLEEQFRHRTIVF 5P 55
BCHLSEARMNET LEQIVIERLEEQFEHRTIVF SF 55
HCHNLSREARWNNETILRQIYIELEEQFRHRT IYFSP 58
BCHLSEARMNETILEQIYIRLEEQFRHRTIVFSPFS
BCHLSEARMNETLEQIYIERLEEQFEHRTIVFSF 55
BCHLSEARMNET LEQIVIELEEQFRHRTIVFSP 55
HBCHLSEARMNETLEQIVIRLEEQFEHRTIVF SF 55
HCHLSRARNNET LRQIY I ELEEQFRHRT I¥FEP 58
BCHLSEARMNETILEQIYIRLEEQFEHRTIVF 5P 55
BCTLSEARMNET LEQIYVIRLEEQFEHRTIVF 5P 55
HCTLSEARWDETIRQIVIERLEEQFRENRT I¥FEP 55
BCTLSEARMNETLEQIVIRLEEQFREHRTIVF AP 55
BCoLSEARMODETLEQIYVIRLEEQFEHRTIVF SF ms



Sequence alignment of non progressors shows
less mutations per number of clones than rapid
progressors from first to last visits.

S13%¥1L-1[5] EIY¥IRSEHNFTHHARIIIYVOLEESYEILNCTRFGHHTLRESINIGPGRAFYASESGIIGIIROA
S13¥1-Z2[3] EIY¥IERESEHNFTHHARITIIYOLEESYEILNCTRPGHHTLRESINIGPGRAFYASEGITIGIIROA
S513%1l-3 EIVIRSERNFTHHARI I IYOLRESYEINCTREPGH R RERSINIGPGRAFYASRGIIGDIREQA
S513¥Wl-4d EIVIRSENFTHHARIIIVOLREESYEINCTREPGHNTRRS INMGP GRAFYASRGITIGOIREQA
S13¥5-1[d] EIVIERSEHNFTHNHARIIIVOLEESYEINCTRPGNHTLRESINIGPGRAFYASREGITIGDIRQA
S13W5-2 EIVIRSENFTHHARI I IVOLRESYEINCTEPFGH N T ERSINIGPGRAFYASRGIIGDIREQA
S513%5-3 EIVIRFENFTHHARI I IVOLRESYEINCTREPGHN T RERSINIGPGRAFYASRGIIGDTREQA
S13¥5-4d[2] EINVIRSEHFTHHARIIIYVOLEESYEINCTRPGHHTRESINIGPGRAFYASRGITIGIIROA
S513¥5-5 EIVIRSERFTHHARI I IYOLRESYEINCTREPGHRTRERSINIGPGRAFYASRGIIGDIREQA
S13¥5-6 EIVIRSERFTHHAR T IYOLREESYEINCTREPGH N T RERSINIGPGRAFYASRGIIGOIREQA
conmensus EIVIRsENFTHHNARILI IIVOLRESYEINCTRRPGHHNTRESINLIGRPGRAFYASRGIIGOIIRQA
S13%¥1l-1[5] ¥CHISEARWMDNTILGOQYVAARLEEQFENATIVEHOSS
S13¥1-E2[3] ¥YCHISRERARWMDNTILGOQWAARLEEQFENATIVEHOQSS
S513%Wl-3 YCHISEARNDHNT LGQYAARLREQFENAT IYFHOSS
S13%1l-—-d YCHISRARMDNT LGOYAARLREQFENAT I¥FHOSS
S13¥5-1[d] ¥YCHISEAERWDNTILGOQVAARLEEQFENATIYVFHNQSS
S513W5-= YCHISRARMDNT LGOYAARLREQFENATIVFHQOSS
S513wW5-3 YCHISRARNDHNT LGOYAARLREEQFENAT IVFHQOSS
S13¥W5-4d[Z] ¥YCHISEARWMDNTILRQWVAARLEEQFENATIVFHQSS
S1L3WSL-5 YCHISRAFRMDNT LGOYAARLREQFENAT IYFHOSS
S13W5-6 YCHISERARNDHTLREQYAARLEREQFENAT I¥FHOSS

CoNDEEOELER

YCHISRARNDNT IgQYAARLREQFcHAT IYFHOSS
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Rooted trees of each
subject’s first and last
visits were unhelpful in

identifying diversity

changes over time.



Clustldist shows higher rate of diversity among
rapid progressors than non-progressors by
comparing the distances of mutations from the
first visit to the last per subject.

Progressor Type Subject Distance
between first
and last visit

Rapid 3 0.010
Rapid 10 0.137
Non 12 0.010

Non 13 0.021



Mutations are identified and located using
structure of gp120 that Kwong et al. discovered.

e Subject 10’s mutations
can be visible in yellow

« One mutation can be
seen in the V3 loop




The types of mutations may affect how the
protein function would differ.

Subject Number of Number of Number of
major minor clones
mutations mutations

3 4 5 10

10 14 10 17

12 7 4 12

13 3 2 10



Data suggests higher diversity among rapid
progressor amino acid sequences than
non-progressors, but a larger sample size is
needed to confirm results

e Using more subjects would create a larger sample
size

e More data points per subject could increase statistical
evidence
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