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The report provides a good summary of the relevanse and terminology d
digital sequence information and its storage, h@wewore emphasis can
placed on the shared benefits derived from theeatirsystem and certa
implementation issues remain
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7-17

The Executive Summary should be brief so that it ba easily nked to the literatur
review and its associated analysis and conclusions.

Information provided from page 3 to 17 could bekdid to the specific section of tf
report.
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47 7.3.1

There is a discussion of the potential positiveirammental impacts of DS
however there is no mention of the validated pesitmpacts DSI has had on t
conservation and sustainable use of biotechnoldgy. example, traditiong
breeding and genetic modification has had demaestraffects on (i.) th
increase on yields and reduced pressure on envaotain resources; (ii.
increased tolerance to pests and diseases leadidgcteased use of pesticig
and; (iii.) Practices that enable more sustaindatening which are concret
demonstrations of established uses. There areoti&w applications relevant
the conservation of biodiversity such as the usmedicines developed with tf
use of DSI.
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48-63

The repor has provided an informative outline of opporturstend challenes for fair
and equitable sharing of benefits derived from faigBequence Information on Gene
Resources in the context of the Nagoya Protocol.

It is clear from this report that the challengessented outweigh the opportunities in
context of the Nagoya Protocol.

The report did not make reference to any Articldamthe Nagoya Protocol that cot
assist in addressing the challenges identifiediolild be useful for this report to sha
some light on the opportunities presented by thgoyla Protocol to address the dilem
of benefit sharing in this context.

It is clear from this report that the Parties te tlagoya Protocol should start worki
towards finding innovative/creative policy soluttoaimed at ensuring fair and equita
sharing of benefits with the original providersgeihetic resources, in this context.

Although, there is a need to recognise that thezeaanumber of benefits of tf
current system of benefit sharing. Any recommemaatihat may lead to chang
in this system must balance the benefits and adveffects of such change
There is a possibility that changes may uninteigraffect various role-players
including marginalised communities. For example, sifategies lead to
divestment of innovation in certain industries sashhealthcare or agriculture
insert barriers to research and development ofymtsdthere may be unintend
negative effects on the same communities whom AB®eant to protect. The
is also often a large gap between DSI and a produds must be considere
when making any recommendations.

tic

the

ng
ble

e
es
S.
5,
a
or
ed
re
d

51-

The access to international data can help any cptmtdrive its Science. The benefit

A

findings from this work will return to country inhich the work is commercialised.
drive to help smaller countries to dive their exiser levels in these fields, wi
appropriate product development, etc. would beefégion more than to try and prot
billions and billions of DNA bases being producerhaally.

Though the work stated very well that biodiversity often investigated in bigg
partnership with international partners, with bésefften to the bigger partner, | wo
like to highlight something else I've missed thaklto this:

1. A lot of the funding agencies would “spend their mep at home” rathe
therefore NGSing, a costly technology for largeleseeork, is often performed
“cheaper site” — which is always at the seniorpars country. This has a lar
negative impact on capacity building within a caynwithin the NGSing fiel
since the big projects that could drive the costthe technology down locall
are always outsourced to the bigger, better estadli country.

2. A second concern is the lost of the data to theiesging facilities’ terms an
conditions. At some stage some of these facilitidicate that they may use yo
data for “other purposes” — details often not stateThe sequence data m
therefore be used even before it is deposited t@ficial database such
genebank. It would be interesting to assess whelliee is still the case or n
since sequence data might require protection eadieethan believed. A fact t
be investigated still.
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What is patentable? One cannot patent a gene or &dAence without a functidinked

to it (the IP). The function could range from a nglienotype, e.g. drought resistance
a novel usage of the DNA sequence, e.g. adapteting site, etc. which is then linked
the DNA/RNA/protein sequence.

The sequence was always there provided by naturéhbupatent applicant can find

demonstrate a link between the process and the B&tfience, thus assigning a no
function or process to the gene region not yet kmave. new IP. This usually requir
access to the organism and therefore the othelatéms apply on benefit sharing...

This underlines an important question not cleaidyes in the workWhat do we see 3
the “value” or “IP” we should protect for the count and its people from the
biodiversity, that is contained within the digitséquence informationW/ithout clearly
stating “on what” the cost benefit sharing shoutgbren, it would be really difficult t
protect it in a field driven by increasingly largarmbers of DNA sequences.
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The work does highlight ariability between DNA sequences from the s
site/population or between different sites/popolasi

| would like to add to that with the “wobble effééh the DNA code which was nd
mentioned here, i.e. two protein sequences carxetlg the same but differ more th
30% on a DNA level. This plasticity in the geneatimde allows silent mutations to ocg
without impacting on the function/protein.

However, it also complicates how digital data mightprotected... e.g. A gene is fou
from and species originating from country X andéid to a specific trait of interest. Tl
inventor optimises the codon usage of the DNA nmedar his host organism of interes
thus changing (and adding IP) to the original sagee This significantly changes tl
DNA sequence and since IP was added to the DNAighaiw synthetic, can the origin
country still claim ownership?
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Last thought. | feel that if a country wants to tpat their “Biodiversity IP” then th
generation of that IP should be identified up frantl protected as such.

Also, the data generation should take place ata kite and the data generated shoul
placed in a proprietary database from the startekample: An ethnic diverse populati
in a country is being sequenced and used for DMAinking studies. Once this data,
even the material, have left the country of origin,would be really difficult to
restrict/manage/control the use of the dataseefiar.

The true value from this dataset can only be ragdithrough the control of access to
data to start with since only then the user isddrto accept the terms.
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Please submit your commentsstecretariat@cbd.irdr by fax at +1 514 288 6588.




