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We have not met but ! assume you are familtar with the MIV Sequence Data
bese and Analysis iroicct. of which Fiossie and Stave are editors. Thanks
te Marvy Reftz and vVerfa Frenchini, we Nave dean adle to tend out without
delay several sequences.

From our earliest trea analyses, 1t was patently evident that the LAV and
1118 viruses had te have had a recant common ancestor. we have not
suppressed this ract 1n our publications (or talks): neither Rave we com-
mented upon 1%, MUCH @8 we have deen pressed 1o 90 80. The recent papers of
L1 et al. and of Yokoyama et al. in Mel.B4el.Evel. 6,313 and 8,237 retpec-
tivaly confirm the same genera! result n1theu2n dgifferent computer 41g0e
rithms were employed. A1l of these analyses ndve been limited by the ote!
amount of sequanca information analysed; thus while tna{ have constetently
clusteresd the Freach and NCI viruses together, they ceuld not consistently
trticulate the branching order of the group so long s 4 limited number of
sites over different gene sequences were being studied. ,
Becauss of the current interest {n “swarming”™ (Temin's term), It hai been
sdvantagecus to develop fing-structure analyses of this sort...nigh resolu-
tion trees, 1f you 11ke. The work of Kahn and S$haw: of Goodenow and Wain-
Hobson; and new of tha Cloning ane Sequencing Project funded by the AlDS
Progrem a1 maks it esseatial to closely track variants thet have recently
diverged from one another. ¥We Rave. accordingly. fnittated such computer
nalysis using the WiJ sequences from the eariier paper, the SIVMALE, tome
uApUD|ished dati from the adove. mantioned Pastoeur study, 4nd Tthe 1118/8RU
sequences. Tha latter beceme of furtnar interett due te their promingnce;
0.g. their continuing value as evolving sequences (The {nfectad labworker,
the recent discropancy batwean the Reitz WXBZ and the Ratner KXB2, etc.).

By including all of the tvailable gene seauencet in & single enalysis for
the 11185, 1t 18 actually possible to dafine the branching order of the
variants to a high degreq of stetistical prectstan, There 14 no doubt But
thet it shows the LAY source of the [II8 virviet! the NL43 clone of the BRU
isolate 15 the aldest sequence: the pudblisned SRU rollows 1%: the 1118
follow thersafter (see enclosed figure).

We ars, of course, checking and rocnnct1ng thess results very carefullyi
they hold across the saveral analyses we Pive run thus far. It seems only



rignt to IDDP‘HI ycu af them qw-n your sun ‘n whe outcome.
te discuss the work with you, but ! would urge you (& ‘ndepsnden
with an axpert or two in this field of sequence analytit.

1f you have any sequence deta or suggestions pertaining to this 1nquiry
that may thed different light upon the oicture. [ would be most happy to
try to integrate that. Sequencas are !1ike fingarprints; up to nov, the
“smudges™ have preciuded any definitive judgment edout the erigin of the
s0-calied I118s, other than that they wers uezi clese relatives of -the LAV

(the closest other HIV1 sequenced te date 18 4t you can tee from the

enciosed tree). After this analysts, 1t would be exirecrdinertly d1fficult
to erplain the fingerprints eny othe other vcy but how 1 have summar{zed. 3Should
our thinking changa in 11ght oF 838 new tnvormation, | will pe sure to

inform you.

Please ‘ot me know your theu nts. I don‘t expect you to act now on this in
any particular way. Eventually the result will have to bea put forwerd to
the community as part of the inquiry into fine-structure vartation: parhaps
the matter roquirini inmediate attention alang these 'ines 13 the apparent
variation of the WX82 through reclening (Raitz sequence vi. Ratner
tequence).
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