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JWeissenbach: Did I get the list of questions? 
 
KM: You know what, [JWeissenbach], we might not have sent them to you. So let me email 
them to you right now. And you know, it’s just a very loose list. 
 
BCD: Yeah, it actually doesn’t matter too much because what we’ll do, we don’t follow it as 
a script. What we do is we use it for us to make sure that we’ve covered all of our bases. So 
the easiest thing to do probably is to just ask you kind of an open-ended question of what you 
remember about the meeting, why you were invited, who invited you? Kind of what the 
general context was and what you were expecting. So that’s a whole bunch of questions there. 
But if you could just give us your first impressions of your participation then we can … we’ll 
just make sure that we cover all the bases by following our list of questions. 
 
JWeissenbach: Okay. I think the first meeting was of course the most important one and 
people were invited. It was mainly the Wellcome Trust and NIH who tried to have together a 
number of international scientists who were involved in the project, notably in the early phase 
of the project the mapping phase. And I was very heavily involved in this mapping phase. My 
own contribution was part of a larger [Inaudible] initiative that was supported in the early 
nineties by the French Muscular Dystrophy [Inaudible] Association (AFM Association 
Française contre les Myopathies) aiming at the establishment genome maps. A new 
laboratory, Généthon, was created for this endeavor, which comprised a genetic map based on 
microsatellites (my project),a physical map based on a collection of YACs (this project was 
led by Daniel Cohen), as you probably know and a third project on human cDNAs (led by 
Charles Auffray). And because of that I think I was invited to this first meeting. Because also 
obviously the organizers wanted to know what were the positions and if the various other 
countries, (apart of the U.K. and the States), would be partner of the project. So there were a 
number of Japanese investigators, there were some German investigators also. And I think 
that was it. So we were mainly five countries at the first meeting and a representative of the 
European Union Commission.  
 
And of course to me this was very important because at that time I was just discussing with 
the French Ministry of Research about the possibility of the creation of a French sequencing 
center that would take part in the project. Because this was not decided at that time. And so it 
was very important for us to take part to that meeting at least for that reason. And since we 
had been very heavily involved in the earlier phase, the mapping phase supported by a private 
initiative, it was important that the second part would be supported by the government.  
 
BCD: And how far along were you in the mapping, and had you already built up a 
sequencing capacity and was there an expectation that the Généthon group would be heavily 
engaged in that part of the project? Were you basically also kind of in transition to high 
throughput sequencing at that point? 
 
JWeissenbach: No, not really. We had done some sequencing and we had a reasonably sized 
sequencing capacity at that time. But this sequencing capacity was essentially for developing 
genetic mapping markers. And to a lesser extent to provide sequencing support in a number of 
collaborations with French investigators that were searching for disease genes. And so we had 
some expertise in sequencing but it was not that important. For instance, certainly less 
important than the TIGR operation at that time. Especially I think we were not really 
streamlined in those days for the bioinformatics aspects. But for the rest, we knew we could 
certainly deliver.  
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BCD: And where were you in the physical mapping and genetic linkage mapping at that 
stage? 
 
JWeissenbach: 96 was the end of the genetic map. I think we published our last paper in ’96 
in Nature. This was the last version of the map with a little bit more than 5,000 markers. The 
physical map was certainly not very satisfactory. And so the group of Daniel Cohen was 
working on a new version. We always were collaborating with other groups. I was 
collaborating with other groups, especially with the group of Eric Lander for his physical 
map, providing him a number of mapping reagents. He could obviously have access to the 
markers that were publicly available but there was also a collection of markers that we didn’t 
really develop for genetic linkage mapping, but that could be useful for physical mapping. So 
we exchanged, we gave him those reagents. I think this was in ’95 or so. And this was a tool 
to improve his own map. He also greatly benefitted from the development of radiation hybrid 
cell lines that we developed and characterized in collaboration with Peter Goodfellow. 
 
BCD: And do you remember who invited you? 
 
JWeissenbach: I think it was the Wellcome Trust. I think it was either Michael Morgan or 
John Sulston. 
 
BCD: Okay. And so going into this meeting what was your expectation? So you’ve finished 
or you’re in the end stages of the genetic linkage map. You’re in full bore trying to construct 
physical maps and you’re thinking about DNA sequencing. What did you expect this meeting 
to be about, and what was your thinking about what was going to be accomplished in 
Bermuda? 
 
JWeissenbach: At Généthon, obviously we knew that the French Muscular Dystrophy 
Association would not go further than mapping in genomics, and had other plans, which were 
mainly around finding disease genes. And so at that time in ’96 we had a program on 
identifying genetic disease genes. And this was our goal in those days. But I was feeling that 
the French Muscular Dystrophy Association was not convinced of the utility of this work, 
which was positional cloning. But they were essentially interested in gene therapy already at 
that time because they wanted to cure the diseases, not so much to find the cause. It was more 
important for them curing patients for diseases were the gene was already found (like 
Duchenne Muscular Dystrophy) than to find new disease genes. And so I was having 
discussions with the ministry of research who was convinced that they had to become 
involved in this project and to take part, and so that at least there would be some French 
participation to the sequencing project. And so it was to me a sort of … I don’t know if you 
say this in English … a sort of hinge situation.  
 
BCD: Yeah, you’re in transition among your … 
 
JWeissenbach: Exactly. 
 
BCD: … your funding groups have slightly different objectives and you’re trying to make a 
transition to keep both sets happy, I presume. And both do disease gene hunting but also 
participate in the genome project. 
 



Interviewee: Jean Weissenbach 
Date, location, method : 09 February 2012, Durham, NC, by phone 
Interviewers : Kathryn Maxson and Robert Cook-Deegan 

 3 

JWeissenbach: Exactly. And so since we had those discussions with the government I think it 
was very important for us just to be present to know what was going on and to try to become a 
member of the club. And so this was the first reason why I went to Bermuda, to the first 
meeting.  
BCD: So I presume then you were … the main thing we were just trying to figure out is, 
what did you actually expect to have happen? From looking at the agenda for the meetings it 
looks like there a session that David Cox chaired that was focused on the mapping efforts, like 
how much has been done and who’s done it and how complete is it and how accurate is it. 
And it looks like you did a presentation in that … 
 
KM: I think he did. 
 
BCD: … part of the meeting. 
 
JWeissenbach: I don’t remember, but it’s possible, yes. Even probable. 
 
BCD: But do you have any idea … when you went into the meeting were you thinking, oh 
this is setting an agenda for who’s going to do what? 
 
JWeissenbach: Yes. 
 
BCD: We’re trying to coordinate work and we’re going to set up … what we’re trying to 
capture is kind of what people were expecting to happen when they got the meeting room and 
what they were trying to accomplish. 
 
JWeissenbach: I think it’s clear that we were all expecting a sort of division of work. If we’re 
all going to participate to the project we had to know who was going to do what. And so this 
obviously was I think the main thing we had mind. Probably more than the aspect of data 
sharing and of intellectual property, et cetera. So it was more the technical aspects, I think, 
that we were interested in. But I think that Wellcome Trust, especially, had other thoughts in 
mind. 
 
BCD: And how significant did … obviously a lot of task allocation happened there and there 
was divvying up of things. And it sounds like on the mapping part, the genetic linkage part, 
there wouldn’t have been much discussion about, let’s finish that up, because that’s already 
well underway. In fact it’s nearing completion. It sounds like there was still a lot of physical 
mapping going on at your place. So could you talk just a little bit about what your role was 
relative to the other folks that were also doing different versions of physical maps and that 
sort of thing? 
 
JWeissenbach: I was not directly involved in physical mapping. I was essentially providing 
reagents to groups, either Daniel Cohen group at Généthon or Eric Lander’s group at the 
Whitehead Institute. So we were essentially collaborating with those groups in providing 
material for mapping. So mainly markers that were already on the genetic map. And we can 
say that the physical map was anchored on the genetic map. 
 
We were seeing that the map that was based on the YACs (yeast artificial chromosomes) from 
Daniel Cohen, had some major problems because of rearrangements in those YACs. While 
the map of Eric was essentially based a number of independent approaches and reagent 
sources. But essentially what he had tried to do, was to order as many markers (STSs) as 
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possible on the physical map. And we were all convinced that we were not going to use those 
YACs for the next step. Since the sequencing strategy, as you know, was based on cloned 
DNA fragments the first efforts that had to be done in those days were to have collections of 
reagents for the physical map which were more reliable than the yeast artificial chromosomes. 
And so there was, I think there were a number of participants in this meeting talking about 
BAC clones and indeed it was those BAC clones that soon after turned out to be the right 
support for the physical map and the right material to do the sequencing.  
 
Now there were probably several strategies which were possible. One was to order the 
different clones based on fingerprinting. So essentially based on cutting the different 
fragments and seeing what were the overlaps between the different BAC clones and trying to 
reconstruct by comparing the different fingerprints, the entire chromosomes. And this was a 
difficult task and this was essentially the task that was carried out by the Wash U group led by 
John McPherson and Marco Marra. But I think it was in ’96 we didn’t have the, or we just 
were getting, the first collections of BACs because there was another aspect which was a 
ethical aspect about the individual that would be sequenced. And that those individuals had to 
be aware and free willing. They had to give informed consent about the fact that their own 
genome could be cloned and used for the physical map and later on for the sequence.  
 
So I think they set up an entire procedure based on taking a small number of individuals, and 
among those just taking one at random. That was the person whose genome would serve for 
the mapping and sequencing. And also I think, we had two categories of clones from different 
origins, in one case it was a collection that was based on immortalized lymphoblasts, and this 
was not what Lee Hood was willing to have because he wanted to have fragments that were 
not rearranged in the regions of [amino globulins] immunoglobulin genes and T-cell 
receptors, et cetera. So they had another source of DNA, fibroblasts.  
KM: So it sounds like obviously you all were talking about science for almost the entire 
meeting. And I’m wondering if you were present in the last session of the 1996 meeting 
where there was a whiteboard that John Sulston was writing on about what became these 
more philosophical Bermuda Principles. And if you were, what it felt like to be in the room 
and what was your reaction to what was happening. 
 
JWeissenbach: I think this discussion started on the first evening already. And so I think we 
had several parts of the meeting that were really dealing with those issues. And on the first 
evening I think we already were discussing about the non-taking intellectual property and 
releasing the data as soon as it was produced. And then of course we had … another session 
that was probably more formal on this aspect, which was the last day. And I was present, yes.  
 
KM: And what did that feel like? So if you all had been talking about it, if not formally at 
the meetings but at least afterwards, over beer or whatever, what did that feel like? Did it 
seem tense in the room? And what was your reaction? And I’m also interested as well in if 
you anticipated any challenges coming from your research ministry in France about funding 
research where the data would be released immediately into the public domain. 
 
JWeissenbach: Yes, I think this session was quite tense. And also obviously we could see that 
some people could not really make commitments, and I was among those people because we 
hadn’t addressed this in any discussion before. I hadn’t discussed those aspects with our 
funding body, which would be the Ministry Of Research. And when I came back I just said, 
we have to adhere to those rules unless we won’t be a member of the club. So this, I think this 
was quite easily agreed. I think that other partners had great difficulties, and these were the 
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Japanese and the Germans. Because the Germans had a pressure from the German 
pharmaceutical industry that the data produced in Germany should first be analyzed for 
purposes that were for interest for the industry.  
 
BCD: And were INSERM and CNRS on the same page and were you actually talking to both 
of them? Or was it just one of them? 
 
JWeissenbach: I think INSERM missed entirely the project. I think they were far from 
anything. I think they thought they don’t have the financial support to take part in this 
endeavor. For CNRS, I think it was simpler for CNRS. I was a CNRS fellow so they were 
happy that I was involved. And so at CNRS it was quite easier. 
 
KM: So how did the process work in your conversations with the research ministry when 
you got back after the 1996 meeting? Did you sit down and have a meeting with the folks in 
the government? Or how did that process work? How did the communication … 
 
JWeissenbach: We were two people at the Bermuda meeting. The other one was Jean-Marc 
Egly, … he was not at all involved in sequencing. But he was asked by the Ministry to write a 
report on sequencing, on the policy and the strategy that France should adopt for sequencing. 
Because we had a debate here in France between a number of people that were in favor of a 
distributed facility in several places. And there was the other side, and I was strongly in favor 
of this other aspect, which was to have a centralized facility. Because a centralized facility for 
such an operation was much more efficient. So we had this debate and there was a small 
group working on this. And there was a first report that was in favor because most of the 
participants to this group were in favor of this center divided into a number of places. And I 
was of course very unhappy about that. But the government was also unhappy because in their 
mind the entire operation had to be differently managed,.  
 
So they asked for a second report that was made by Jean-Marc Egly. And this is the reason 
why I informed Jean-Marc that I was invited to this Bermuda meeting and that it would be 
good that he could come to this meeting. So just to go back, Jean-Marc was writing or had 
almost finished a report with the opposite conclusion, and he mentioned a number of facilities 
that were already working, like the Sanger Centre. And he was convinced that it had to be 
done in a centralized facility. So Jean-Marc Egly came with me at this Bermuda meeting and 
so he reported to the government. I didn’t report to the Ministry. So he did that and I think he 
convinced them that if we want to be on the map we have to agree with the Bermuda rules. 
 
BCD: So it sounds like there were two reports that maybe we should follow up on for your 
government. Do you have any idea where we might get hold of those? 
 
JWeissenbach: Just to go back to this meeting that we had, you were attending this meeting a 
few years ago that was convened by Jim Watson on the history of the human genome project. 
 
BCD: Yeah. 
 
JWeissenbach: And I came back with the idea to try to organize things in France and to 
collect as many documents from the early days. So those documents, have been collected and 
those reports, I think, must be among those documents. 
 
… 
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[Note: These reports were on file at CNRS, and are now available through DukeSpace.] 
 
… 
 
BCD: So one question that comes out … so these sharing rules, it sounds like they started to 
be discussed the first night of the meeting. 
 
JWeissenbach: Right. 
 
BCD: Then there’s ongoing discussion and there this meeting, there’s this final session 
where there’s an attempt to kind of ratify a set of principles, what’s become known as the 
Bermuda Principles. Could you just … you’re in an interesting position because you’re trying 
to do two things. One is you’re participating in this infrastructure process. But you’re also, it 
sounds like, right on the verge of being involved also in disease gene hunting in a pretty 
serious way. In fact, you’d been doing that, right? And the data sharing rules under those two 
different frameworks might be quite different. Did any of those thoughts cross your head 
about how do I do this, do I have to do two different ways of managing my data depending on 
whether I’m doing this for Muscular Dystrophy or whether I’m doing it for the genome 
project? 
 
JWeissenbach: So that’s a very good question. We were indeed somewhat embarrassed 
because, we were sequencing a number of regions for disease genes for positional cloning 
purposes. But this was done essentially in those days at Généthon, which was anyway not 
going to be part of the genome project. So I was feeling okay, because I don’t think I was in 
conflict of interest between what I was doing at Généthon and what we were launching for the 
sequencing center. I can also tell you one story for which there is no proof, just some 
astonishment. … We were in competition with a large consortium of investigators in the 
States and Israel on one disease, which is called Familial Mediterranean Fever. And so we 
were first in competition for mapping but this was fine. And then both of us, this consortium, 
this U.S. consortium, and us were in competition to get this gene of course. And I remember it 
was DOE, that was sequencing the region in one of its centers (that was in 96/97 before 
JGI)… And we could obviously see that those clones were not coming out in the public 
domain. So although they had to come out because according to the Bermuda rules this was 
not happening. And so I think even if the rules were, let’s say by and large correctly applied, 
there were probably a few exceptions. And I presume this Familial Mediterranean Fever gene 
was one of those exceptions. 
 
BCD: So was there a connection between the DOE lab and your competitors in the U.S.? 
 
JWeissenbach: Between the DOE lab and … NIH was involved in this gene hunt. And Francis 
Collins personally was involved. 
 
BCD: Oh, so it got really complicated. Okay. 
 
JWeissenbach: But it turned out that we both got the gene at the same time and so the genes 
were published in two separate journals simultaneously and they had the same data. So … this 
was fine because in fact this is real science because we found independently the same gene in 
each lab. Whereas, there had been some similar situations with people finding different genes 
for the same disease and some were wrong. You know, when I mean different genes for the 
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same disease, it’s not the question of genetic heterogeneity . So for instance the spinal 
muscular atrophy, SMA, the SMA gene, which was published some time before. Two 
different genes were found in the same region, published in the issue of Cell, but one was 
wrong. But in another instance we were in charge, of chromosome 14 sequencing. And we 
had a small group here at the sequencing center working on a gene located on chromosome 
14. That was one of the genes from the disease …  
 
BCD: Alzheimer’s? 
 
JWeissenbach: No, Spastic paraplegia. We were also in competition with a U.S. group. We 
released the sequence and in fact they found the gene before us because they had more people 
working on the analysis of the sequence we were releasing than we had. So to me we really 
were fair in this instance and we followed the Bermuda rules at the detriment of people from 
our lab 
 
BCD: It also sounds like not everybody did. Even when the sequence was coming out of one 
of the DOE labs, which is kind of interesting. 
 
KM: Very interesting. 
 
BCD: It’s something we should follow up on. 
 
JWeissenbach: Maybe. But to me today, it’s not very important anymore. But in those days I 
was wondering that the sequences were not coming out. 
 
KM: So along that same line, how did you perceive the enforcement mechanisms of what 
became the Bermuda Principles to be? Was it just kind of like, well everyone else is doing it 
so if we don’t release our data then everyone’s going to know we’re not? And how did that 
feel? How did the enforcement feel? 
 
JWeissenbach: I think it was not a big issue. I think we just said, well these are the rules. We 
will follow them. And even if we are collaborating with a number of groups on some gene 
hunts we will release the sequences and so everybody will be in the same position. And this 
was it. We may have sequenced a few regions, small regions, that were not assigned to us in 
the global operation. So this means that we may have sequenced some small regions just for 
gene hunt purposes, but I would have to go back to check that because I’m not sure.  
 
BCD: So you are in this unusual position because you’re doing … you’re part of an 
infrastructure project, but you’re also doing disease-oriented research. And the rules are really 
not the same in those two domains, right? 
 
JWeissenbach: Right. 
 
BCD: And so the whole idea of the Bermuda was at the high throughput sequencing centers, 
I don’t think anybody expected that to be a universal norm. Well maybe some did, but that 
wasn’t the framework in which they were proposed. And you’re trying to live under both 
frameworks, it sounds like.  
 
JWeissenbach: Yes, but not to a large extent. I think it was just one or two at most.  
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BCD: And so in retrospect, does it feel to you like the Bermuda rules, the Bermuda 
Principles for data sharing, were a good idea on balance? They worked; they didn’t work. 
What’s kind of your impression about whether it was a good idea or nor? 
 
JWeissenbach: I think they worked. I think they worked fairly well. With one exception I 
know of, which is this Familial Mediterranean Fever. But globally I think they worked. And 
obviously there are many people … I think there are other people who were both in a sort of 
conflict between some disease genes and the regions they were sequencing. But I think the 
rules were globally followed by the various investigators. And also when we had this 
acceleration after Craig Venter’s initiative, because in the early days the project was not 
moving very fast. But once things were redefined and we decided to go for the working draft 
it was much more difficult I think for people to use the working draft because I know that a 
number of investigators, especially in the medical genetics community, were really frustrated 
with this working draft because they thought it was, not useless, but not very useful because 
they didn’t find what they were looking for. Whereas once we had the finished sequence in 
2003 this was much more useful for human geneticists. 
 
BCD: Is that because of the error rate and the gaps? 
 
JWeissenbach: I think it was mainly the gaps but also we didn’t really have a correct 
assembly. There were many problems in the assembly such as scrambles. And the gaps of 
course were worse. I think it’s mainly the gaps which were a problem. 200,000 gaps, it’s a 
huge … 
 
BCD: So one of the challenges that’s going to face us is in thinking about the meaning of 
these principles and how they’re applied. The way that the Bermuda Principles are often cited 
now is, this is kind of a new framework for sharing data that otherwise might not be shared at 
all, or certainly wouldn’t be shared until time of publication. And there’s this kind of two-
track thinking. One is, this is an infrastructure project and the data are shared because 
everybody needs to be able to see it and use it. And on the other hand, there are people who 
are using the data who have all sorts of reasons for, scientific reasons and for credit and for 
career advancement and all sorts of other incentives, to not share every single finding until 
they’re sure it’s right and until they’re sure that they’ve got it.  
 
JWeissenbach: Yeah, this was mainly the Japanese attitude in the early days because they 
were asked to submit their sequencing data to the Japanese sequence database DDBJ, and 
their sequences were supposed to be analyzed by DDBJ in almost real time before release. 
And so they were always claiming, well we will publish the data, we’ll have it public as soon 
as possible, which has many meanings. … I think the Japanese made it mainly for patenting 
purposes. I think they were hoping to find a number of genes which could be important for 
diagnostic or for cancer or whatsoever. And finally all this was useless. I think we all know 
that all those cDNA collections, mainly private, have been useless or almost useless, in those 
terms because all those patent applications have been now abandoned. People in sequencing 
centers could not carry out the necessary biology to add sufficient value and meaning to meet 
patenting requirements. 
 
BCD: So does it feel to you like for the infrastructure project, the Bermuda Principles, it 
sounds like your evaluation is they worked pretty well and enforcement was a little bit loose 
but it worked, basically on balance, it worked pretty well.  
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JWeissenbach: Yes. 
 
BCD: Do you think that the same set of rules could ever have been applied to things like 
gene hunts and other groups that are using sequencing for different purposes? Or do you feel 
like … one of the challenges we face is trying to figure out when you have a set of rules like 
this when do you decide they apply and when do you decide that they don’t? 
 
JWeissenbach: Ah-ha, tricky question. Well first, I think that at present this issue is much less 
critical, I would say, because obviously, gene hunts are now, there is much less pressure for 
gene hunts because the most important genes have been found. And the methods that are 
being used now, which are based on new-generation sequencing, they provide you answers 
about the disease genes extremely quickly. And so I think the data can be released quite 
quickly. But I know that people do not consider this as infrastructure work and they 
essentially release the data once they publish, not before. But usually those publications go 
quite quickly. I think this is fair.  
 
Now for more infrastructure work, let’s say for all those genomes of agronomic interest, 
economic interest, or whatsoever obviously, a kind of quick data release rule is more or less 
followed. But it’s extremely difficult, in the present day, to know how people, behave. 
Because I guess some people do not want to release the data for various reasons, which can be 
even scientific reasons. Saying, well, we don’t want to release crap. We just want to release 
good science data. And also when you see how the genome sequences are now, that the 
quality of the assemblies and all this with the new sequencing techniques are much less 
reliable than using the old sequencing methods, I think people have a tendency to release data 
because they think, well, if someone really wants to compete with me on a particular aspect of 
this genome he will have a hard time to really make good use of the data. Because the data 
has still to be worked on and completed etc. So I think that presently people care much less 
about releasing because simply they do not see so much the danger of competitors. They think 
that the competitors will probably have difficulties. 
 
BCD: So just the data themselves are not sufficient to scoop somebody at this point. 
 
KM: Right. 
 
JWeissenbach: Much less, I would say.  
 
KM: Really interesting point, yeah. 
 
BCD: So is there anybody that comes to mind that we should talk to who wasn’t at the 
meetings or that we haven’t mentioned or that you haven’t mentioned that comes to mind? 
 
JWeissenbach: I don’t have a list of the people you’re interviewing. I’m afraid I do not have 
this, because I may, if I had such a list I could certainly … 
 
BCD: We can certainly send that to you. We’ve got a spreadsheet that has the folks who … 
 
JWeissenbach: Okay, so if someone is missing on that list I could send it along. 
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BCD: Yeah, so what we have, just to let you know, what we have is the people who were 
invited. What we actually don’t know is who actually attended. There may have been some 
people that … 
 
JWeissenbach: I guess you have the reports from the Bermuda meetings probably, don’t you. 
 
KM: Yes. 
 
JWeissenbach: And the people who attended. 
 
BCD: We have, I think we have documents that were produced before the meetings and we 
have the reports that were prepared afterwards. The reports that were prepared afterwards 
don’t always say who actually showed up and who didn’t. So we’re kind of assuming that 
most of the people that were invited were there but we don’t know for sure in some cases. 
 
JWeissenbach: Maybe one person who would be really interesting to interview, I don’t know 
if you have it on your list, is the guy at the German sequencing center … what was his name 
… Andre … 
 
BCD: Andre Rosenthal. 
 
KM: Andre Rosenthal. 
 
JWeissenbach: Rosenthal, right. 
 
BCD: We have talked to him. 
 
JWeissenbach: Okay. 
 
BCD: And we’ve spoken to two of the Japanese scientists and to … who was it from the 
Netherlands … Gert van Ommen. 
 
KM: Yeah. 
 
JWeissenbach: Yes.  
 
BCD: For HUGO. And from your perspective are there questions that we should have asked 
you that we didn’t as you’re thinking about the importance of these meetings in retrospect? 
 
JWeissenbach: I think, we didn’t discuss about technical aspects, which I think were 
important. Because this was really setting up a level of quality that was globally reached and I 
think that was important because this made the sequence quite reliable and people didn’t have 
to undertake some additional work to really verify the quality of the region they were 
interested in. Now of course this is probably less important because the cost of sequencing has 
dropped so much that if people really want to be sure of something they can just perform 
another sequencing run or sequencing round for their research purposes. But in those days I 
think it was very important to have a reliable sequence. 
 
KM: So I have a question just going back to when we were talking about the French 
policies in terms of funding science. Was there any formal policy that resulted in terms of 
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government-funded data sharing as a result of the Bermuda Principles and participation in the 
human genome project? Or was this just kind of something that was agreed to, that said yeah, 
this is an international collaborative project, it’s the human genome, there’s something special 
about it, therefore it’s okay that the data are shared? Or was it something that became any sort 
of formal policy? 
 
JWeissenbach: No, it was exactly what you said. It was not a case of formal policy, not at all. 
I think that people were … I was even under pressure myself because in some cases people 
were telling me, well you know, why are we releasing the data? This is important. Why not 
take in patents? And so forth. And not only for the human genome, I mean; also for other 
genomes. And well, for us I think it was easier to just follow the rules because this was the 
simplest way, just one rule. 
 
BCD: So I had one final question for you … and thank you so much for spending so much 
time with us … I guess the final question is, France was one of the hotbeds of the debate 
about patenting, particularly over BRCA. And that battle was presumably already beginning 
in France because the BRCA1 and 2 races were ’94 and ’95.  
 
JWeissenbach: Right. 
 
BCD: So this meeting is happening in ’96. Did that affect your thinking, or was it in the air 
or did it affect how people were thinking about it in France in connection with these policies? 
 
JWeissenbach: To me it’s a separate issue, because what was said in the Bermuda rules is, if 
you have a sequence and you have no real application behind you shouldn’t patent it. This 
was essentially the rule. But obviously, I think this did not include finding disease genes and 
patenting for diagnostic or curing aspects. 
 
BCD: Right, yeah. So they … 
 
JWeissenbach: In those case the genes had functions and were in fact the criteria for patenting 
were there. So … 
 
BCD: And so it didn’t feel to you like you were getting caught in a big, broad debate by 
signing onto the Bermuda rules. 
 
JWeissenbach: Right. 
 
BCD: Okay, okay. 
 
KM: Well, thank you so much. This has been extremely helpful. And as [BCD] said at the 
beginning I’m going to upload this to our transcriber’s website. And that’s a secure server. 
And it should be maybe two weeks and we’ll be following up with you.  
 
BCD: And we’ll send you a check sheet on how to use the information when you send it 
back. If there’s anything in the interview that you don’t want disclosed, it sounded like there 
were one or two paragraphs …  
 
JWeissenbach: Yes, there was … [Laughter]. 
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BCD: And that’s why you can take that out. 
 
JWeissenbach: There was a tricky issue, which is the one about the FMF, the familial 
Mediterranean fever. I tell it to you, but I’m not sure if … well, maybe I could discuss this 
before with Francis. But I’m not sure I would exactly know the truth. 
 
BCD: Look, you can just take it out or whatever you want to do with it. And so what will 
appear in the public document will only be the written transcript and it will be the one that 
you have gone through.  
 
JWeissenbach: Okay, okay, fine. 
 
BCD: So thank you so much. And we will also follow up with Mila and Jan at Cold Spring 
Harbor and see what they’ve got. 
 
JWeissenbach: Okay, but anyway, I think regarding the French aspect I think there is no 
problem. I will put you in contact with the people from the CNRS, so working on this project. 
 
BCD: That would be great. Thank you so much. 
 
JWeissenbach: Okay, it was a pleasure. 
 
KM: Thank you so much. Bye. 
 
[END OF RECORDING] 
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