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IHocTOsAHHBINH MYHKT MOBECTKH AHS. 0030p JOCTHKEHHUIl B 00J1aCTH
HAYKH U TEXHOJOTHHU, MMeIINX oTHOmeHne K KonBeHuun

I[OCTI/I)KCHI/IH BO BCIIOMOIaTE€JIbHBIX TEXHOJOINAX

CnpaBo4HO-UH(OPMALMOHHBIN JOKYMEHT, PeACTABJICHHbIN
I'pynmoii *MIJIeMEeHTALNOHHOMN MOAAEPKKHU

Pezome

Cenbmast o03opHas KondepeHuus moctaHoBuia, 4TO MEXKCECCHOHHAs IIpO-
rpamma Ha 2012—-2015 roxpr OygeT BKIIOYATH MOCTOSHHBINA MyHKT NOBECTKH IIHS, T10-
CBSIIIEHHBIH 0030py NOCTHXXECHHUI B 00aCTH HayKHM M TEXHOJIOTHH, UMEIOIHUX OTHO-
menue k KouBenunu. KondepeHus Takke MocTaHOBHIIA, YTO B paMKax 3TOTO MyHK-
ta B 2012 romy rocymapcTBa-y4acTHHKH pPacCMOTPAT "HOCTHIKEHHS BO BCIIOMOTa-
TEIBHBIX TEXHOJIOTUSAX, BKJIIOYasi BHICOKOIPONU3BOJUTEIbHBIC CUCTEMbI M CEKBEHH-
poBaHus, cuHTe3a U aHanusa JIHK, OuonHdopmaTike u BBIYMCIUTENBHON TEXHUKE,
a Tak)ke CHCTeMHOH Owmonorum”. B HacTosmeM JOKyMEHTE NMPOBOAMTCS 0030p OC-
THXKEHUH, KOTOPBIE MOTYT UMETh aKTyaJdbHOE 3HaueHue. OH AOMONHIET U OOHOBISAET
CBEJICHNS, TPEJCTABICHHbIE B CIPABOYHO-HH()OPMAIMOHHOM IOKYMEHTE O HOBBIX
Hay4YHBIX W TEXHOJOTHYECKHX JIOCTHXEHUSAX, UMEIOIUX oTHomeHne K KoHBeHnuu,
KOTOPBIH OBLIT MIOJArOTOBJIEH K ceapMou 0030pHO# Kondepenunu
(BWC/CONFE.VII/INF.3 u no6aBnenus). B npuinoxeHun, KOTOPOe MPUBOJAUTCS TOJb-
KO Ha aHTJIUHCKOM S3BIKE, 1aeTcs Oojee MoAPOOHBIH OTYET CO CCHIIKAMH Ha HAyYHYIO

JTUTEPaTypy.
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OnpenesieHne XapaKTePUCTUK OMOJTOTUYECKUX CHCTEM
U ceTei

1. B mocienHue ronbl JOCTHTHYT 3HAYUTENBHBIN Iporpecc B LEJIOM psjue pas-
TUYHBIX "-OMHUK", TAKUX Kak TeHOMHUKa (M3ydeHHe Bceil reHeTuueckoi nHGopmanuu
B OpraHm3Me), TpaHckpuntoMuka (usydenue Bcex PHK B opranmsme), mporeomuka
(u3yuenue Bcex OeikoB B opraHm3Mme), MerabosioMuka (M3ydeHHe BceX OMOXHMUYE-
CKHX, MJIH MeTabOIMYeCKUX, MPOLECCOB B OpraHU3Me), a TaKXKe B YICHCHHH CBs3ei
MEXIY HUMH.

2. K gmeny mocTmxeHuil B 061aCTH T€HOMHKH OTHOCSTCS. NIMPOKHWI aHAIU3 Te-
HOMa, IIpoTpecc B YSICHEHNH TOH POJIM, KOTOPYIO MTPAIOT B OOJIE3HN OJHOHYKICOTH/I-
Hele nosmMopdusmel (OHII); nporpecc B yACHEHUH TOH POIH, KOTOPYIO UrpaeT B 00-
JI€3HU Bapualus YHCiia KONMHHA TeHOB, (yHKIMOHAIbHAsS TEHOMHUKA,; a TaKXKe MOBBIIIE-
HUE yPOBHS MOHMMAaHUS MEXaHU3MOB 3BOJIONHNH TEHHBIX PETYIATOPHBIX CETEH.

3. K moctmwxeHusM B cdepe TpaHCKPUIITOMUKHA OTHOCATCS. MACHTH(HUKALUS pe-
TYISITOPOB; ONpEeIeHNE XapaKTEPUCTUK PETYIATOPOB; a TaKXKe YSICHEHHE BIHSHUSA
CETEeBOW CTPYKTYPHI.

4, IIpumeps! nporpecca B chepe MPOTEOMUKH BKIIOYAIOT. JTydyllee yICHEHHE TO-
ro, KaK CHHTE3UPYIOTCS OCJIKH, MOJIydeHHE MPEACTABICHUSA O XPOHOJIOTHUECKOH JH-
HaMHKe WX HNPHUCYTCTBUS; Oojee YeTKOE ONpe/eIeHNEe XapaKTePUCTUK CHUCTEMBI, KO-
Topasi obecrneynBaeT paHHEE MIPEPBHIBAHNUE ITOCIEI0BATEIBHOCTEH, HE COOTBETCTBYIO-
IUX MapaMeTpaM KOHTPOJIS KauyecTBa, MOSBICHHE HOBBIX MHCTPYMEHTOB, CIIOCOOCT-
BYIOIINX HMACHTH(QUKANNH M KOIMYECTBEHHON OIICHKE OEJIKOB, MOBBIMIEHHE YPOBHS
CTaHJaPTU3AINH MPEACTABISEMbIX JaHHBIX; COBEPIICHCTBOBAaHNE HHCTPYMEHTOB s
ONpeNeNeHnss CTPYKTYphl OCNIKOB; MOBBINIEHHWE YPOBHS NOHUMAaHUS MEXaHH3MOB
B3aUMOJICHCTBUN MeXy OeiIKaMM, HalpHMeEp MOCPEICTBOM KapTHPOBAHHUS, PETYIIH-
pOBaHUs, MEKCETEBOTO COIOCTABJICHUS M M3y4EeHHsS] OCIKOBBIX CHTHAJIBHBIX KacKa-
JIOB.

5. K gucny moctmxkenuii B o06macT MeTabOIOMUKH OTHOCSTCS. COMOCTaBHUTENb-
HBIE MICCIIEJOBAHUS 110 U3YUYCHHUIO MEXBHUIOBBIX PA3IHINi B META0OIMIECKUX IMYyTHAX;
Ooiee COBEpIICHHBIE MHCTPYMEHTHI I HaBEICHHUS BO3MYIICHHH W M3y4YCHUS MeTa-
O0onnyecKkuX MyTeH; M3yUeHUE CETeBBIX MOTHBOB; a Tak)Ke MCCIEIOBAHHS MO H3yde-
HHUIO TIOTOKOB B MeTabonuueckux cerax ((rakcomuka).

6. 3HAYUTEIBHBI MPOTpecc JOCTHTHYT TaKXKe B MHTETPALlMM JAaHHBIX W3 ITHUX
obnacTel, 0COOCHHO B IITaHE CO3JaHUS KApTUPYIOIHUX U — B MEHBIIEH CTENECHH —
MOJENUPYIOMHKX cUcTeM. [loxamyH, TydIINM NPUMEpPOM COYETaHUS PAa3IUUHBIX MOJ-
X0JI0B OBLIO OomNpeneeHne xapakTepucTuk Mycoplasma pneumoniae, koTopoe 0CHO-
BBIBAJIOCH HA MHTETPAIMHM TEHOMHOI, MeTab0JINIeCKOH, MPOTEOMHOM, CTPYKTYpHOH H
LUTOJIOTHYECKOH MH(POPMALIHH.

ManunyjaupoBaHue OHOJOTHYeCKUMHU CUCTEMAMM
U CeTAMMU

7. 3a mocienHue TATH JET UM MECTO HEeIbIH pAJl MOABMKEK, KOTOPBIE pacIIu-
PSAIOT BO3MOXXHOCTH MaHHUITyJHUPOBAHHS OWOJOTHYECKHMMH CHUCTEMaMH U CETIMH.
JIByms Hamboiee 3HAYUTENbHBIMU JocTikeHUAMH Oputn PHK-umaTepdepennns
(PHKu) u "uunko-nanpuarsie” Hykneassl (L[ITH).

GE.12-61128



BWC/MSP/2012/MX/INF.1

I1l. HNukenepusi 6MOJIOrHYECKHUX CUCTEM U ceTel

8. 3HaYuTeNbHOE MPOJIBMKEHUE BIEPE] 3a MOCIEIHUE MATh JeT AOCTUTHYTO B
OMOJIOTHYECKON WHXKEHEPUH, HJIM CUHTETHYCCKOW Owuojoruu. IIpOMBINIICHHOCTh
MPOSBISCT BCe OOJIBIIYIO 3aMHTEPECOBAHHOCTh B 3THX Moaxonax. Mmeno mecTto cy-
[[€CTBEHHOE IMOBLIMIEHNE CTEINEHH OMOJIOTUYECKON CI0XHOCTH CHCTEM U CETEH, KO-
TOPBIC MOAMAOTCS OMOIIOTUYECKON HHIKEHEPHH.

9. [ToMUMO XMMHYECKOTO CHHTE3a 'eHOMa, CIIOCOOHOTO YyHpaBiIsATh OaKTepUalb-
Ho¥ kieTko#l ("mckyccTBeHHas xu3Hp" Kpeiira Bentepa), K YnCIy APYrHX BaKHBIX
1IaroB OTHOCSTCS: BBICTPAMBAHHE OMNPEACIEHHOIO METabOJIMYEeCKOro NyTH Y JAPOXK-
XKel IS MOJIydeHHS HMpeKypcopa MPOTHBOMANIAPUITHOTO JE€KapCTBEHHOTO CPEACTBA,;
CO3/laHMEe CHHTETHYECKOH F€HHOH LeNnu MJIEKOIHMTAIOUUX, KOTOpas M03BoJIUIa 0OHA-
PYXXUTh TPOTHBOTYOEpKYyJE3HbIE COCJAMHEHHS; JAEMOHCTpPAlMs CETeBO Ouosoruue-
CKOW BBIYHCIHUTENBHON CHCTEMBI; a Takke Moaudukanus mamouku E. coli mist BeisB-
JIGHUS] U YHUUTOXKEHUS YEJIOBEUEeCKOro MaToreHa.

10. JlocTHTHYTHI yCHeXH B IPEOJOJEHUHU BBISBICHHBIX TEXHHYECKHX 0apbepos,
KOTOpI)Ie OFpaHl/l‘II/IBaIOT IIOJIE3HOCTH CMHTeTH‘leCKOﬁ 6I/IOJ'IOI‘I/II/I, BKJIro4as. onpeﬂe-
JICHUC XapaKTepl/lCTl/lK COCTaBHBIX qaCTeﬁ; yﬂy‘{ﬂleHl/le CB)ISI/I; y‘leT CTCIICHU CJIOKHO-
CTI/I; yﬂy‘lﬂleHI/Ie BSaHMOﬂeﬁCTBHﬂ; a TAaKXEC INOBBIINICHUC HAACKHOCTHU. I/IMeJ'lI/I MECTO.
TeXHUYECKHE YCOBEPIIEHCTBOBAHUS, ylydlleHHe "maccu”; a Takxke pa3paboTka Ho-
BbIX KOMIIOHCHTOB. 3Han/ITeanoe BHUMAHHUC y[leH}IJ'IOCI) TAKXE IOCIHCACTBUAM DTHUX
JMOCTHIKEHHUH B TTaHe 0M00€30MacHOCTH U OHO3alIHIIEHHOCTH.

11 Ha‘lI/IHaIOT IIOSABJIATHCS 6I/IOMe[lI/ILll/lHCKl/le HpI/IKHaIlHI)Ie METOAOJIOTHH, B TOM
4ycie JJIsA. YSICHEHHS MEXaHHU3MOB DPa3BHTHs OoJie3Hell; mpouiakTuku OoJe3Heil,
pa3paboOTKH JIEKAaPCTBEHHBIX CPEJICTB; HOBATOPCKOrO JieYCHHs] UH(EKIIMOHHBIX 00-
JIE3HEH; a TaK)Ke JIeUeHUS paka.

IV. Co6o0p u 00padoTka 6uosornveckoii uHGpopmanuu

12. BompmuM BKJIaJIOM B yIydIIeHHE MOJOXKEHHS B obmactu cObopa, oOpabOTKH H
obecrieueHNsI MOJIE3HOCTH OMOIOTHYECKUX JAHHBIX OBUIM JOCTHXKEHHUS B OMOMH(OP-
MaTHKE M BBIYMCIUTEIBHON OHMOJIOTHH, B TOM YHCIIE: CO3JaHHE HOBBHIX S3BIKOB; JOC-
THXKEHHS B cdepe IMOUCKa JaHHBIX; COBEPIICHCTBOBAHUE CPEACTB M METOMOB MOJIE-
JUPOBAHUS W MMHTALUH, BKIIOYAs CO3AaHHE MMHTALHMOHHBIX MOJEJEH LeJIoH KiIeT-
KH; IOSIBJICHHE OHJIAWHOBBIX HHCTPYMEHTOB M IIPOTPaMMHOI0 oOecledeHus A BHU-
3yaJIn3alliy CIOXKHONW OMONOrnYecKkoil HHGOpMaLUKy, aHaIu3a JaHHBIX, KaCAIOLIMXCS
TeHHBIX I10CJIeI0BATEILHOCTEH, U aHau3a GEJIKOB; a TaKXKe CO3AaHHe HHCTPYMEHTOB
U IpoeKkTupoBanus. Pabora naboparopuii Bce Gosiplie nepeBoAUTCS Ha HH(POBYIO
ocHOBY. JlocTmxeHus B o0nactu OnomHpOpMaTUKHU OBIIN 0OBEJUHEHBI C pe3ylabTara-
MU Iporpecca B pa3BUTHU TEXHOJOTHI ONpENeIeHHs XapaKTePUCTUK, BEICOKOTIPOH3-
BOJUTENBHBIX IOAXOJ0B U POGOTOTEXHUKH JUIsl CO3AaHUS MOTHOCTHIO AaBTOMATH3UPO-
BaHHOTO HccliefoBaTels. KOMIBIOTEpHBIH HCKYCCTBEHHBIH MHTEIIEKT pa3pabaThiBaeT
THIIOTE3bI, ONPOOYET X B aBTOMATU3MPOBAHHON 1a00paTOpUU U BO3BpPALIAET Pe3yJib-
TaTbl B CHCTEMY, Ha OCHOBE Yero IUTAHHPYETCsS HOBBIH payHA SKCIEPUMEHTOB. Mc-
MOJTb30BaHWE POOOTOB-YUCHBIX HE TONBKO oOemaeT n30aBuTh chepy GyHIaMEHTAIb-
HBIX HCCIIEJIOBAaHUI OT 3HAYUTENBHON YacTH HyTHOW PyTHHHON pabOTHl, HO U MOXET
IIOMOYb B YCTPaHCHHH HBIHCIIHMX Y3KHX MECT B ONpPENEICHHH XapaKTEPHUCTHK CO-
CTaBHBIX 4acTel, nAeHTHGUKANK QYHKIUNA U HHTEPIIPETAllMH IEPBUYHBIX JaHHBIX.
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V.

VI.

IIpeoGpa3oBanue Ouosornyecko nHGopmManuu
B UM GPpoByI0 U 00PATHO

13. TIIpeBpamieHue OHONOTHH B WHPOPMAIMOHHYIO HAayKy YacTHIHO O0OYCIIOBICHO
TEM, YTO ceiyac MOSBMIIACH BO3MOXHOCTH IPEOOpPA3OBHIBATE OHMOJIOTHYECKYIO HH-
¢dopmanuio B HPPOBYIO U 3aTeM oOpaTHO B Omonorndeckyro. CeKBEeHHpOBaHUE Te-
HOB (TpaHCKPHILIHS T€HETHYECKOro KOAa) MO3BOJSACT HCCIEHOBATENSIM JBUIAaTHCSA B
OJHOM HAaIlpPaBJICHUH, a CHHTE3 TeHOB (TPaHCIAUA [CHETHYECKOTO KOa) — B IPYTOM.
CrocoOHOCTh OCYIIECTBIATE TPAHCKPUIILUIO ¥ TPAHCIALUIO TEHETHYECKOTO Koaa He
SBIISIETCS YEM-TO HOBBIM, HO BO3MOXXHOCTH B 3THX OOJACTAX MpEeTEepIeTH paguKab-
HBIC H3MCHEHHS 3a IIOCIeHNE IIATh JeT.

14. 3a mocienHWe MATH JIET MOSBHIUCH CEKBEHATOPBI BTOPOrO M 3aTE€M TPETHETO
MOKOJICHHS. DTO HPUBEIO K PE3KOMY MOBBILICHHIO CKOPOCTH NMEPBUYHOIO CEKBEHU-
poBanus. CoBpeMeHHBIE alapaThl CIOCOOHBI CEKBEHHPOBATH I'€HOM 4YelOBEKa MpPH-
MEpHO 3a OIMH JeHb. CTOMMOCTh CEKBCHHPOBAHMS I'€HOMAa YeJOBEeKa CHH3WIACH IO
ypoBHs MeHee 1 000 momm. CIIA. 3To mO3BONSIET MBITATHCS MPUCTYHNAaTh K HOBBIM
BHJaM MPOEKTOB M cOOMpPATh pa3IMYHbIe THIEl TaHHBIX. Bo BpemeHa mecToil 0630p-
Hoit Kordepernmuu B 2006 rogy Obutn pacmudpoBaHsl TUIIs 2 TeHOMAa YeloBeka. [1o
cocrossamIo Ha OKTA0ph 2011 roma 6v10 cexBeHupoBano 6onee 13 000 uenmoBedeckux
TeHOMOB.

15. i 9TUX pacIIMPEeHHBIX BO3MOXHOCTEH CEKBEHHPOBAHUS M3BICKUBAIOTCS HO-
BbIC HaIpaBJICHUS MPaKTHIECKOTO MPUMEHEHHS, B TOM YHCJIEe B JUATHOCTUKE U B BBHI-
Oope myTeil 1 MeTOOB JiedeHHst. 1 mpaBUTENbCTBA, U YAaCTHBIH CEKTOP MHBECTUPYIOT
3HAYUTEIbHBIE CPEICTBA B Pa3BUTHE HOBBIX HPHUKJIAIHBIX METOJOJIOTHI, HHCTPYMEH-
TOB M TIaTHOPM.

16. TeHneHUHMH B 3BOJIIOIUH BO3MOKHOCTEH OCYIIECTBICHHUS CHHTE3a 3€PKaIbHO
OTPaXKAIOT TEHACHIMU B 00JIaCTH CEKBEHUPOBAaHMS. VIMEIOTCS TEXHHUECKHE CIBUTH B
CIIOCOOHOCTH BBICTpaMBaTh OoJiee AIMHHBIC e IeHETHIeCKOro Marepuana. Hossle
METO/bl COOPKH YIPOUIAIOT W YCKOPAIOT Mpolecc 00beINHEHN KOPOTKUX (pparMeH-
TOB B JUTMHHBIE ITOCIEA0BATENbHOCTH. Hapsaay ¢ 3THM HmpoaokKaeT CHUXKAThCS CTOM-
MOCTb KOMMEPUYECKOTO CHHTE3a I'eHHBIX (hparMeHTOB. [loBBIIIaeTCS Ka4eCcTBO CHHTE-
3UPYyEeMOTO MaTepHuaia. DTO IPHUBEJIO K TOMY, YTO ceiiyac MPeANPHHUMAIOTCS MOIBIT-
KM IPHUCTYIaTh K 00Jiee CIOKHBIM MPOEKTaM. 3a MOCIeJHUE MATH JIET CHHTE3 TeHe-
THYECKOTO MaTepuala Iepenies ¢ ypoBHS BHUPYCOB, OakTepHil M OpraHena KIETOK
MIIEKOTUTAIONUX K YACTUYHOMY CHHTE3y XPOMOCOMBI 3YKapHOT.

O0mue BcnoMorareJibHbI€ TEXHOJIOT MU

17. MHorue u3 AOCTUXKEHMH, 3aTPOHYTHIX B HACTOSIIEM JOKYMEHTE, OCHOBBIBA-
I0TCSL Ha MCIOJIb30BAHUU PSiJia TEXHOJOTHH, KOTOphIE YIPOIIAIOT, YAELIEBISIOT, yCKO-
PSIOT WM JenalT Oojiee HaAeKHBIMH MHOTHE 0a30Bble MPOLENYPHl U METOABI, 3a-
JlelCcTByeMBble JJIsI paCIIMPEHUs IPAHUIl COBPEMEHHOI0 MO3HAHUSA U CO3/IaHHUS HOBBIX
HNPUKIATHBIX CPeACTB. [lpyrue JOCTHKEHHUS MO3BOJISIIOT yUYEHBIM JieJlaTh TaKoe, 4YTO
paHblie OBLIO HEJOCTH)KUMBIM. 32 MOCIEHUE IISATh JIET MOSBHIICS LEIbIH PsiJ HOBBIX
BCIIOMOTATEJIbHBIX TEXHOJIOTHI.
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Annex

[ENGLISH ONLY]
Advances in enabling technologies: a more detailed review

I. Characterizing biological systems and networks

1 Considerable progress has been made in recent years across a broad range of
different "-omics', such as genomics (the study of all the genetic information in an
organism), transcriptomics (the study of all the RNA in an organism), proteomics (the study
of al the proteins in an organism), metabolomics (the study of all the biochemical
processes or metabolism of an organism), as well as how they relate to one and other.

2. Genomic advances have included: a deeper understanding of the importance of
"junk" genetic material’; a more sophisticated appreciation of how and why genes are
expressed, through epigenomics’, developments in identifying genetic interactions,
especially through the use of RNAI;® a better understanding of impact of mutations in
hotspots, (or quantitative trait loci) on the downstream expression of distant genes;* and
new techniques to identify novel or rare genomes from collected genomic data.® Advances
related to genome wide analysis have:® enabled the simultaneous analysis of single
nucleotide polymorphisms (SNPs) to identify higher level interactions;” led to efforts to
understand how SNPs relate to disease; provided new insights in transcription;® as well as
provided insights into the genetic component of social behaviour.® One example of a study
that has linked genomics to disease was the investigation of SNP variation in the genomic
epidemiology of malaria.’® Parallel progress in the implications of copy number variations
include: their role in gene and genome evolution; their impact on gene expression profiles;
as well as their relationship with disease.* There have also been advances in functional
genomics,™ such as: creating a genome wide functional map of genes in a mammal; using
evolutional developmental biology to help bridge the gap between genetic information and
physical characteristic; and in using RNAI to understand epistatic genetic interactions.™
There has also been considerable development of concepts of the evolvability of gene
regulatory networks.®* Research has shown, for example, how gene networks develop

http://www.newsci entist.com/arti cle/dn14667-junk-dna-may-have-handed-us-a-gripping-
future.html

http://www.nature.com/news/2010/100510/full 465145a.html
http://www.nature.com/nmeth/journal /v8/n4/full/nmeth.1581.html
http://www.plosgenetics.org/article/inf0%3Adoi %2F10.1371%2Fjournal .pgen.1000232
http://www.sciencemag.org/content/335/6068/587.abstract

http://www.ploscompbiol .org/article/info:doi/10.1371/journal .pcbi.1000218
http://www.plosgenetics.org/article/inf 0%3Adoi %2F10.1371%2Fjournal .pgen.1000130
http://www.nature.com/nature/journal /v483/n7389/abs/nature10799.html
http://www.plosgenetics.org/article/inf 0%3Adoi %2F10.1371%2Fjournal .pgen.1000127
0 http://www.nature.com/nature/journal /v456/n7223/full/nature07632.html

1 http://www.annual reviews.org/doi/abs/10.1146/annurev.genom.9.081307.164217

2 http://www.ploscompbiol .org/article/info%3A doi %2F10.1371%2Fjournal .pcbi. 1000165
13 http://www.nature.com/nmeth/journal /v8/n4/full/nmeth0411-299.html

14 http://www.ploscompbiol .org/article/info:doi/10.1371/journal .pcbi. 1000112
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robustness through the application of selective pressures, such as provided by host-parasite
interactions.’

3. Advances in transcriptomics can be roughly broken down into the identification of
regulators, the characterization of regulators, and those that relate to network structure.®
Studies released over the past five years have identified a number of transcriptomic
regulators, such as microRNAs (miRNAS), piwi-interacting RNAs, and small interfering
RNA (sRNA).” Our understanding of the roles played by such regulators has also
expanded including: in explaining the comparative complexity of different organisms; in
regulating gene expression; in evolutionary development; and in determining the
phenotypic (physical) properties of plants. Progress has been made in characterizing
regulators, including a quantitative comparison of the short RNA-based systems and
protein-based gene regulation.’® There has also been an advance in our understanding of the
role of large intergenic non-coding RNAs (lincRNAs) which have been shown to regulate
gene expression. Studies of the control networks for transcription have highlighted that
their topography has implications for function.”® They seem to be organised to avoid
malfunctions. Their robustness also seems to be linked to their structure, specifically the
volume and geometry of flexible regionsin the parameter space.®

4, Considerable progress has been made across the field of proteomics. Understanding
of how proteins are synthesised, for example, has been supplemented by better
characterization of the system which ensures the premature termination of sequences that
fail quality control.?* Other advances have helped explain how protein composition changes
over time, for example, through insights into the structure and function of enzymes
responsible for their degradation.?? There have been new tools assist in the identification
and quantification of proteins®® such as: electron-vibration-vibration two-dimensional
infrared spectroscopy; and advances in mass spectrometry. Guidelines have also been
developed for facilitate the standardization of data reporting in proteomics, including for
mass spectrometry and gel electrophoresis. In terms of determining the structure of
proteins, there have been a series of advances in developing high-throughput approaches,®
including in detecting mature and changing forms of proteins.® Similar advances have
enabled the structures of "once-intractable® proteins to be identified.® Structural
comparisons of proteins in different species have a so enabled researchers to make headway
in determining the function of specific proteins.”” Perhaps the area of greatest interest has
been in working on protein-protein interactions (PPI) with progress being made in mapping,
regulation, cross network comparisons and protein signalling cascades. 2

5. PPl maps have been generated using high-throughput microfluidic approaches.
Additional details have been added from studying mRNAs.*® These maps have improved

http://www.ncbi.nlm.nih.gov/pmc/articles/PM C2516366/
http://www.nature.com/nature/journal/v455/n7217/full/4551184a.html
http://www.ncbi.nlm.nih.gov/pmc/articles/PM C2583084/
http://www.nature.com/nature/journal /vaop/ncurrent/full/nature10398.html
http://phys.org/news192128818.html

http://www.ploscompbiol .org/article/info%3A doi %2F10.1371%2Fjournal .pcbi.1000256
http://www.nature.com/nature/journal /v457/n7226/full/457157a.html
http://www.nature.com/nature/journal /vaop/ncurrent/full/nature10774.html
http://www.nature.com/nmeth/journal /v5/n12/full/nmeth1208-993.html
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our understanding of cellular organization and function.*® They could also act as an
important resource for annotating the proteome.® Considerable effort has gone into refining
the topology of maps, including the roles of: hubs; and randomness.* * The importance of
including structural information in the maps, for example, has been demonstrated.* The
regulation of PPI has led to improvements in our understanding of how protein complexes
form.® The constraints placed upon PPIs by non-functioning interactions have also been
investigated.®® Research released over the past five years links the regulation of PPl to
innate immunity.* By studying protein interaction networks in different organisms,
researchers have been able to identify conserved protein function.® Published results also
highlight recurring design patterns in network design.* There are also shared mechanisms
within the various network schemas.”® There have also been arange of advances relating to
the characterization of protein signaling cascades. One group examined dynamic
capabilities and used the results to help them identify functions.** A second group both
guantified information exchange and determined channel noise and capacity.* Insights into
the regulation of protein signalling cascades have come from investigating the roles of
signal duration.®

6. The field of metabolomics is evolving from "cataloguing metabolites to asking
broader biological questions about how metabolites reflect and affect cell function".** For
example, comparing metabolic pathways between species provides information on their
evolution, can assist in metabolic engineering and may assist in analysing diseases and
designing drugs.”® There have been advances in the tools available to study metabolomics,
including allowing the targeting of simultaneous perturbations to determine the structure
and function of networks.”® The study of certain network motifs has facilitated
determination of how and when certain pathways within networks are used.” Research has
aso indicated that fluxes within metabolic networks (the study of which is sometimes
called fluxomics) are connected to health and disease.”® The related field of studying "the
global, dynamic metabolic response of living systems to biological stimuli or genetic
manipulation” (metabonomics) has the potential to offer insights into disease networks and
assist in drug discovery. *

7. Some of the most insightful advances have resulted when data from two or more of
these approaches has been combined. For example, structure network analysis has provided
insights into protein-DNA interactions.® Graph alignment of protein and genetic
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information has provided for additional functional datain at least one pathogen.>* Another
study that made use of protein-DNA interactions produced models for the feedback control
of single genes and pairs of genes (toggle switches).> Additionally, studies that combined
both metabolomic and proteomic data have demonstrated that the relationship between the
two can be asymmetrical.*® A second group used similar sets of data to identify novel
molecular organizing principles.

8. There have been significant advances in mapping and modelling networks based
upon mixed data sets. One map of a cancer-causing pathway, for example, included
information on proteins, genes, protein complexes, chemical compounds and biochemical
reactions.® Creating these maps allows for the identification of higher-order combination
effects (where contributing components are found in different approaches).®* Mapping
efforts have also begun to evolve into modelling attempts. One group reported developing a
genome-scale kinetic model which combines genomic data with metabolic data and
fluxomic data.®’

9. Perhaps one of the most impressive examples of what can be achieved through
combining these different approaches was the characterization of Mycoplasma pneumoniae
which included the integration of genomic, metabolic, proteomic, structural and cellular
information.® Combining -omics can also provide direct insights into disease. There have
been efforts to reverse engineer the networks responsible for complex diseases.®
Researchers have aso reported the development of a computational framework that
integrates proteomic information, similarities in disease phenotype and known gene-
phenotype associations to assist in identifying currently unknown disease-related genes.®

Manipulating biological systems and networks

10. There have been a variety of developments over the last five years that enable
greater control in manipulating biological systems and networks. Researchers have proven
successful in unlocking capacity in such systems, for example, by reactivating latent
viruses®® There have aso been practica advances in sidestepping interruptions in
metabolic networks — either by bypassing the affected genes or by compensating for
functions via network manipulation.®” Researchers have also developed our abilities to
manipulate the growth rates of cellular cultures®®and to manipulate muscle mass and
exercise endurance in animals.% There have also been significant developmentsin ability to
engineer controls for networks.® One group has reported rewiring RNA machinery to
include an on/off switch that can be manipulated by the addition of endogenous proteins.
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The proof-of-principle has been built into human T-cells.® A second team engineered a
light-activated on-off switch for use in animal models.®” The discovery of novel inter-
cellular communication channels in bacteria also offers additional routes to add information
into, or take it out of these systems.®® The two most significant advances in this area,
however, have been with RNAI technology and Zinc Finger Nucleases (ZFN).

11.  RNAI is a mechanism which silences individual genes. It is used in nature as one of
the many small RNAs that regulates transcription. It is a powerful research tool as it
enables the direct perturbation of the genetic network by being programmed to silence
virtually any genetic sequence. Over the past five years considerable progress has been
made in understanding its biochemical and biophysical properties and describing the
various mechanism by which it works.®® RNAi has been used in public health research, for
example, to examine how drugs to treat African sleeping sickness enter cells and exert
biological effects.® There have also been advances that facilitate more programmable
control over RNAI, especially through model-guided design.™ There has been considerable
interest in the therapeutic potential of RNAI.” For example, the World Organization for
Anima Health has highlighted its potential for combating foot-and-mouth disease and in
interfering with influenza infections in poultry. Recent years have seen large
pharmaceutical companies turning away from developing RNAi-based therapies.” Smaller
companies are making progress in developing RNAi-based products.” Studies of patent
applications, and patents granted, however, suggest that there is till significant commercial
interest in this technology.”™ One of the technical challenges to developing RNAi-based
therapeutics has been getting it inside cells. In July 2011, a research team reported have
created a new nanoparticle-based delivery system that might overcome this hurdle.™

12.  ZFNs are a powerful genome engineering tool which can be targeted to a particular
genomic domain, cuts both strands of the DNA and allows for donor DNA to be added
instead.” This enables both gene deletion and site-specific mutations. ZFNs have been used
to delete up to 15 million bases of information. Until very recently they have been difficult
to design and produce. It has been a task left to specialist contractors.”® Three papers
published in early 2011 report: more streamlined production via context-dependent
assembly (CoDA) which might open doors to in house production of ZFN;” the re-
engineering of the dimerization interface creating higher levels of cleavage activity; and
improved modular assembly techniques.®® These papers could open the door for the much
wider use of this technology. One stumbling block yet to be overcome is the patent estate
associated with this technology. One company now controls the mgjority of associated
intellectual property.® Whilst this will likely impact upon opportunities for the commercial
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development of any discovery made with this system, it is unclear what the implications
might be for its use as a research tool. &

Engineering biological systems and networks

13.  Biological engineering, or synthetic biology, has advanced considerably over the
past five years. Industry is becoming increasingly interested in these approaches. Synthetic
biology has evolved from a field with a great deal of potentia, to an approach that is
already yielding concrete examples of its potential power (but still with a great dea of
potentia to grow further). In addition to the chemical synthesis of a genome able to control
a bacterial cell (Craig Venter's artificial life) other important stepping stones include: the
engineering of the metabolic pathway in yeast to produce the precursor of an anti-malarial
drug;® the creation of a synthetic mammalian gene circuit that revealed anti-tuberculosis
compounds;® a demonstration of distributed biological computation; and the engineering of
an E. coli to sense and kill a human pathogen.®

14. The complexity of what can be accomplished using synthetic biology has been
increasing.® Traditional genetic engineering approaches, which involved the engineering of
single genes, were supplemented by metabolic pathway engineering, such as new modular
circuits for gene transcription or engineer E. coli to produce putrescine.®” Metabolic
pathway engineering was supplemented by the ability to engineer entire organisms, for
example engineering E. coli to be able to solve mathematical puzzles like the Burnt
Pancake Problem or the Hamilton Path Problem.2® Benign viruses have been re-
engineered into assembly devices.® More recently, the ability to engineer individual
organisms has been supplemented with capabilities to engineer collectives of organisms,™
for example to synchronize blinking patterns or to model a predator-prey ecosystem.*
Subsequent research has significantly increased the size of colony which can be controlled®
and the complexity of the behaviour which can be encoded.*

15.  Thereare till hurdles to be overcome if biological engineering is going to live up to
itsfull potential. In January 2010 an article in Nature set out five grand challenges:

(&  Many of the parts continue to be uncharacterized;

(b)  The‘wiring' of biological circuits remains unpredictable;

(c)  The complexity of systems make them difficult to manipulate;
(d)  Many of the parts do not work together as expected; and

(¢)  Circuitstend not to be reliable thanks to variability.*
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There has been progress in addressing these challenges. The development of standards for
characterization will help to address undefined parts — athough there is a great deal of
laboratory work to be done on implementing this.*® Efforts to address the wiring challenge
have included: efforts to improve the separation of signal from noise;”” efforts to reduce
biological noise;*® efforts to work with biological noise;® efforts to produce noise-tolerant
and delay-robust gene circuits;*® as well as efforts to incorporate distributed robustness.™™
Improvements in identifying and defining modularity will help to address the levels of
complexity involved.'® Research has also demonstrated that the basic principles of a
bottom-up approach to biological engineering work with sufficient modelling and
characterization.’® This suggests that as capabilities in these areas increase, issues of the
incompatibility of parts might decrease. Reliability issues are slowly being addressed by
improvements in designing evolutionary robust gene circuits and in stabilizing synthetic
datain the DNA of living organisms,**%

16.  Over the past five years, there have also been advances in: the protocols available
for synthetic biology, such as improvements in how synthetic gene circuits can be
assembled and optimised;'® design tools, such as the creation of a computer-aided design
tool for synthetic biology:'”" as well as the availability of parts,’® in terms of the creation of
professional facilities to produce parts, developments in the intellectual property
frameworks that govern use of those parts, and calls for the publication of full sequence
data for synthetic sequences, facilitating the recreation of parts.’®

17. There have adso been advances in the chassis developed for use in synthetic
biology.'® The potential for host physiology to modulate engineered gene circuits
highlights the importance of developing efficient chassis. Mechanisms to insulate
engineered metabolic circuits from host circuitry have also been demonstrated.™ Published
research suggests that while considerable progress towards a minimal cell chassis has come
along way, there is much still to do before it is ready for wide-scale use.*”* There has also
been significant progress in re-engineering standard research and industrial microbes, such
asE. coli and S. cerevisiae, to make them more suitable for use as chassis. ™

18. The last few years have aso seen the development of a range of different
components that could be used with — or independently from — such chassis, including:
rewired genetic switches;™™ functional molecules, such as re-engineered ribosomes; cell-
free metabolic platforms for protein production;™® non-natural synthetic proteins;*®
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synthetic cell membranes;'” as well as a self destruct mechanism to prevent engineered
organisms surviving outside of laboratory settings.™® A 2012 review of components
included: regulatory cascades; epigenetic toggle switches; hysteretic circuits, molecular
timing devices; synthetic eco-sensing systems; synthetic quorum-sensing systems, synthetic
hormone systems; band-pass filets; as well as oscillators with tuneable frequency and
amplitude.™*®

19. The same review noted that "a decade after the pioneering synthetic networks were
reported, the first successful therapeutic applications in animal models of prominent human
diseases are starting to emerge".**® These studies include the "first synthetic closed-loop
control gene network that manages homeostasis of a crucial disease metabolite in an animal
model" and the "first optogenetic device that controls the production of a therapeutic
protein in an animal disease model". It aso examines other emerging biomedical
applications, including for: understanding disease mechanisms, such as pathogen
mechanisms and the immune system; disease prevention, such as vaccines and vector
control; drug development, such as drug discovery, production and delivery; novel
treatments for infections, such as breaking bacterial resistance and engineering pro-biotic
bacteria to decrease pathogen virulence; cancer therapies, such as bacterial synthetic
devices, vira synthetic devices and transformation sensors for cancer therapy; and other
aspects, such as RNA controllersfor cell proliferation, optogenetic devicesin blood glucose
homeostasis and prosthetic networks.

20.  One challenge to the eventual wide-scale use of technology derived from synthetic
biology will be the control of agents following release. Considerable work has already been
undertaken to create kill switches designed to prevent undesirable spread.”® Similar
approaches are already yielding results in other fields.’?

21. The safety and security implications of synthetic biology have been examined
closely in parallel with scientific and technological developments.** Concerns have already
been raised over military investment in synthetic biology.** Key reports published since
2006 include:

@ New Directions: The Ethics of Synthetic Biology and Emerging Technologies
by the Presidential Commission for the Study of Bioethical Issues in the United States;

(b)  Synthetic Biology: the Technoscience and its Societal Consegquences by the
SYNBIOSAFE project; '

(c) Synthetic Biology: Socia and Ethical Challenges by the Institute for Science
and Society;**’

(d)  Synthesis Report on Opportunities and Challenges in the Emerging Field of
Synthetic Biology by the Organization for Economic Cooperation and Development and the
Royal Society; '
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(e Risk Governance of Synthetic Biology by the International Risk Governance
Council; *#

()] Synthetic Biology: Scope, Applications and Implications by the Royal
Academy of Engineering;**°

(o) Wnhat Rough Beast? Synthetic Biology, Uncertainty, and the Future of
Biosecurity, by academics at the Massachusetts Ingtitute of Technology and Boston
University;

(h)y  Security Implications of Synthetic Biology and Nanobiotechnology by the
United Nations Interregional Crime and Justice Ingtitute (UNICRI);**

0] The Transnational Governance of Synthetic Biology: Scientific Uncertainty,
Cross-borderness and the Art of Governance by the London School of Economics and
Political Science;™ and

()] Synthetic Biology: Four Steps to Avoid a Synthetic Biology Disaster by the
Woodrow Wilson International Center for Scholars.**

In general, these reports recognise that synthetic biology "appears to have minimal security
implications in the near term, create modest offensive advantages in the medium term, and
strengthen defensive capabilities against natural and engineered biological threats and
enable novel potential offensive uses in the long term".**® Similar findings were echoed in
the UNICRI review published in 2011.

Gathering and manipulating biological information

22.  Advances in bioinformatics and computational biology have greatly aided the
gathering, processing and utility of biological data. Laboratories are becoming increasingly
digitized.*® This has helped extract information that was previously obscured and has made
it easier and quicker to accomplish certain tasks. Increasingly the life sciences are referred
to as information sciences. Digital tools and platforms not only support laboratory work but
areincreasingly ableto replace it.

23.  Descriptive languages developed over the last few years have included: a language
for standardising and automating biology protocols: as well as a modelling language
derived from one used in artificia intelligence that allows for better descriptions of
biological processes. **'

24.  Advancesin data mining have included: using multiple applications and datasets to
reveal additional information about a system;**® using Boolean logic to help identify genes;
merging network theory and microarray data to reveal information about the co-expression
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of genes; ** and tools for identifying interesting relationships between pairs of variables in
large data sets.*°

25.  Capabilities in modelling and simulation have advanced significantly, including in:
incorporating non-linear complexity, such as by adopting enzyme-centric approaches, as
well as combining rule-based representations with agent-based simulation. *#*

26. It is now possible to recreate and in some cases make predictions from
computational representations of: pathogenicity in fungi;*** gene circuits, including filling
in gaps that cannot be measures experimentally;*® protein-protein interactions from amino
acid sequence data and network structure;*** **° biochemical and diffusion reactions both in
parts of cells and in whole cell contexts;**® metabolic networks (including a model for the
complete metabolic network of a pseudomonas)™’ with significant progress in simplifying
networks,**® modularizing them, and better describing the dynamic nature of living
cells™ cellular responses to external stimuli;®™ inter-cellular communication and
cooperation with biomimetic microcapsules;”* as well as whole-cell simulations for
bacteria such as E. coli and M. genitalium, ™ %

27.  Online tools made available over the past five years include: metabolic mapping
software, for both whole metabolic networks and specific pathways;*™® platforms for
comparative and functional genomics;**® as well as the management and quality analysis of
gene sequences.’™ Substantial investment has been made in developing new platforms
designed to handle the volume of data produced by contemporary sequencing studies.**®

28.  Software suites are also available for use offline. Some of this software makes it
easier to visualise complex biological information, including: genome sequence data:
sequence assembly data; plasmid maps, gene expression; comparative and functional
genomic data; transcription; secondary structure of RNA;*° and biochemical networks. '

29.  Other software has been developed for gene sequence analysis, including for: basic
analysis; structural analysis, comparative analysis; the identification of operons;*®* the
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identification of repeats; the identification of signalling-relevant motifs; the identification
of protein coding genes: as well as links with metabolic function and disease.’®?

30. Protein analysis tools have been developed to: take advantage of power graph
analysis; identify protein functional modules; as well as for sequence analysis.'®

31.  Other tools have been released to help: annotate genomes; model thermodynamics of
reactions; analyse metabolomic data; and identify opportunities to repurpose drugs.’® There
have also been efforts to make use of machine learning capacity to: identify highly
designable protein sequences;®® and study and validate essential enzymes in a metabolic
network.*®

32.  There has aso been notable progress in moving from descriptive and analytical tools
to design tools to assist in designing and conducting experiments.*®” Design tools released
over the last few years include those for: gene design: sequence design; gene network
design; plasmid design; PCR design; protein design; as well metabolic pathway design.*®

33. Combining advances in bioinformatics with those in characterization as well as
high-throughput approaches, and robotics is beginning to enable automated research
approaches. Advanced modelling software has been used to take partially-characterised
biological systems (such as those from yeast functional genomics or drug screening) and
through the use of artificial intelligence develop theories as to what the missing components
of the system might be (both in terms of intermediaries and processes). These
computational models can then be tested through laboratory experimentation, where all the
equipment is controlled by the same computer that developed the theories. Beyond
restocking basic expendable laboratory resources, the experiments are conducted without
human intervention. The same computer then assesses the outcomes of the experiments and
feeds the data back into the model and uses it to improve its theories. This processis then
repeated until the system is fully elucidated. The ability of robot scientists to characterise
biological systems has been assessed through empirical study. The robot scientists were
provided partial data from well characterised networks and asked to deduce the rest. Results
from these studies indicated that the robot scientists are capable of characterising discrete
biological systems.’®*®'" Not only do robot scientists promise to take much of the
drudgery out of basic research but they might also help to address the current bottlenecks in
characterizing parts, identifying function and interpreting raw data.

V. Converting biological information to digital data and back

34.  If biology is becoming an information science then in part it is because of the ability
to convert biological data into digital data and back again. Gene sequencing (reading the
genetic code) enables us to move in one direction and gene synthesis (writing the genetic
code) the other.'™ Capabilities to read and write genetic code are not new but capabilitiesin
these areas have changed dramatically over the past five years.
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35.  Progress in sequencing has provided risks, benefits and challenges. It has added to
the dual-use information previously available. For example, new pathogens, such as fungal
plant pathogens, and the ricin-containing castor bean plant have been sequenced and the
sequence data added to public databases. The same advances, however, help to strengthen
public health capacity including molecular epidemiology, our understanding of
pathogenesis, pathogen discovery and diagnosis, drug discovery, and vaccine
development.’ Recent events have demonstrated just how important this capacity can be.
Advanced sequencing capacity enabled both the identification of an unknown agent
responsible for a deadly disease outbreak in Germany in July 2011 and provided clues as to
its origin and recent evolution. Increasing access to sequencing technology also raises the
possibility of individuals having part (or al) of their genome sequenced and using the data
to identify potential disease risks, which may in fact never be realised. Dealing with
probabilities of disease is a complex task for highly trained medical professionals, alowing
the genera public access to such tools might well raise a series of conceptual, ethical and
social challenges.*™

36. Raw sequencing power has increased considerably over the past five years.
Advances in technology continue to increase the throughput of automated gene sequencers.
In December 2007, the Economist noted that a singe gene sequencer was capable of
sequencing the human genome (about 3 billion nucleotides in length) in two months. A
day’s output from a first generation sequencer could be replicated, at the end of 2007, in
less than 10 seconds. Second generation sequencers, such as 454 sequencing, provided
"higher throughput, ssimplified al in vitro sample preparation and the miniaturization of
sequencing chemistries, enabling massively parallel sequencing reactions to be carried out
at a scale and cost not previously possible’.’™ Over the intervening years two sets of
sequencers lHlumina (I1lumina GA 11x SOLID 3.0 and Illumina Hi-Seq 2000) used different
massively parallel sequencing approaches to increase sequence output per instrument run
by another order of magnitude.*™

37. By early 2011, third generation ion torrent sequencing was possible. These
US$50,000 machines "can read a bacterial genome in aslittle astwo hours'. Theion iorrent
machine takes advantage of semiconductor manufacturing techniques and integrated
circuits and "uses cheaper, natural nucleotides, and senses the hydrogen ions (protons) that
are released as each nuclectide is incorporated onto the complementary DNA".Y” Current
versions of ion torrent machines are not as accurate as some of their predecessors and might
be "better suited to achieving fast results in smaller scale projects, such as sequencing
bacterial genomes or characterizing diseases by reading certain gene regions across many
patients’.'”® At least one version of the machine currently comes with an iPod dock. Next
generation sequencers, such as those based on nanopore technology, are already under
development and promise to cut costs and boost output even further.™ The ion proton
sequencer was released in January 2012. This, according to the manufacturers, can
sequence an entire human genome in a day for $1000.%
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38. A month later, rumours began to circulate of a new platform technology. Oxford
Nanopore then announced the release of two machines the GridilON and MinlON. Both,
according to the manufacturer, can read millions of bases per hour from samples with
minimal preparations, including blood samples. The MinlON is a disposable, memory-key
sized unit which can be plugged into a computer for under $1000.™%

39. Instrument output is not the only measure of progress in sequencing. The cost per
base of sequencing has continued to fall. When the preliminary sequences of the human
genome were released in 2000, they had cost millions of dollars. It was reported in the New
Scientist in March 2008 that a commercial biotechnology company in California, USA had
sequenced a human genome for $60,000, excluding labour. Over the past five years the cost
per base has dropped by around four orders of magnitude. Advances in microfluidics look
set to decrease the price even further. Equally, there are indications that the quality of
sequence reads (in terms of lower error rates) have also gone up.*® The current financial
constraints and their impact on research funding could, however, reduce incentives that
have driven recent advances.'®®

40.  There are certainly rewards to be had for working on increased automation, accuracy
and speed and decreased costs. In addition to the commercia applications, the X Prize
Foundation,is now offering a $10 million prize for the first team to sequence 100 individual
genomes with an accuracy of 99%, within 10 days. Each sequenceisto contain at |east 98%
of the genome and cost $10,000 or less. #

41. This increased sequencing capacity has been used in a number of ways. It has
enabled new types of projects to be attempted and as a result gathered different data sets,*®
including cataloguing sequences and their variation, assessing dynamic DNA and mixed
genomes, investigating the epigenome and transcriptome, as well as combining different
-omic approaches.

42.  Hedlth-related applications are increasingly common, for example, in diagnosing
extremely rare genetic disorders,’® working with hereditary conditions,*® or infantile
mitochondrial disease.® Over half of the genome sequences to date are part of disease
specific projects.’® For example, in 2001 the genome for the causative organism for plague
was published throwing new light on the evolution of this pathogen.”® Public funds are
being invested to develop medical applications based on advanced sequencing capacity.'*
Companies and service providers have already begun to work on tools and platforms,*>1%

43.  Advanced sequencing capacity can be found on every continent and, in line with
broader trends in biotechnology, increasingly in developing countries. An interactive map
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created by the Bacterial Pathegonomics research group at the University of Birmingham in
the United Kingdom illustrates the global spread.™*

44.  Despite the distribution of sequencers, there isless geographical balance in the genes
being sequenced. There has been an exponential growth in the number of human genomes
that have been sequenced. Only two had been sequenced at the Sixth Review Conferencein
2006. By the end of 2011, it was estimated that over 30,000 human genomes had been
sequenced. The majority of these, however, are from Caucasian or Asian individuals; very
few African and South American genomes have been complete.*®® Similar disparities exist
in medical genomics and there have been calls to expand the sequencing of other ethnic
groups.

45. There has also been progress in ability to understand and use sequence data.
Genome mining techniques have started to identify useful compounds encoded within
sequence data. ***Genome wide analysis and association studies have: improved linkages
between sequence data and metabolomics data; linked genetic variations at specific loci
with particular diseases;' led to personal genome scans which can provide risk indicators
for specific diseases;'*® and provided insights into mutation rates. Deep sequencing has also
made steady headway in helping to determine gene function.**

46.  Trendsin synthesis capacity mirror those for sequencing. There have been technical
improvements in the ability to produce longer strands of genetic material. New assembly
techniques make is easier and faster to combine short fragments into long sequences.®®
These techniques were used in 2010 to build a piece of DNA with over one million base
pairs. The cost of having gene length fragments commercially synthesized also continues to
fall (even faster than the costs of synthesizing smaller oligonucleotide sequences).”®
Quality seems to be increasing, with both recursive and re-sequencing approaches
providing for more effective error correction.® For example, in February 2012, Integrated
DNA Technologies introduced a new service, which it claims will deliver double-stranded,
sequence verified, genomic blocks up to 500bp within 3-4 working days with a 33%
decrease in costs over similar services in the past.”®® Days later the company announced a
new partnership with Synthetic Genomics to use this platform to offer commercial
production of custom, synthetic, double-stranded genomic fragments up to 5000 base
pairs.?*

47.  The projects being attempted with synthesis technologies are also becoming more
sophisticated. At the time of the last review conference, cutting edge application was taking
place in vira settings, May 2010 saw the chemical synthesis of a functional genome
capable of controlling a bacterial cell,*® and by November 2010 similar approaches were
being used in animal models (although to chemically synthesize the genome of
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mitochondria, not the mouse in which it is found).?® By September 2011, this had moved
again to synthesis of part of the chromosome of a eukaryote. 2’

V1. Generic enabling technologies

48.  Underpinning many of the advances discussed throughout this paper are a range of
technologies that make it easier, cheaper, faster or more reliable to do many of the basic
procedures and practices involved in expanding the limits of understanding and creating
new applications. Other advances have allowed scientists to do things that were previously
unattainable.®®® Significant enabling technologies developed over the past five years
included:

(@ A simpler, cheaper and more reliable way of forming carbon-hydrogen bonds
important in biochemical synthesis;?®

(b)  Gene profiling and agent identification using quantitative PCR;?°

(c)  Faster and more accurate ways of determining the three dimensional structure
of biological macromolecules using new synchrotron light sources;?*

(d) Tools to study the binding and unbinding of individual strands of DNA
through a combination of flourescent microspopy and optical traps;??

(e  An high-throughput tool for in vivo analysis of bioactive small molecules
important for modulating protein function and important leads for drug discovery;?

()] New ways to create diverse small molecule drug candidate libraries enabling
high-throughput drug discovery;*#

(9) Real-time, multi-parameter analysis of single immune cells using single cell
mass cytometry (tools used to make measurement of impurities in superconductors);

(h)  Better imaging tools, including digital holographic microscopes,®® three-
dimensional isotrophic imaging of living cells using Bessel beam place illumination,?’ as
well as sub-diffraction-limit imaging by stochastic optical reconstruction microscopy
(STORM), which enables the simultaneous imaging of multiple molecules in living cells
and has been used to examine the changes in concentration of proteinsin the membranes of
immune cells when they encounter toxins;?®
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20

0 Improvements in temporal analysis of gene expression using short-time series
microarrays which enable expression to be tracked more accurately over time, perhaps as a
system is perturbed; 2°

()] A way to specifically target endogenous gene sequences to introduce
mutations, tags or new sequences via optimized transcription-activator-like effector
(TALES);*®

(k) Tools for single cell anaysis, including its genome, transcriptome,
metabolome, and peptidome; #*

(D Theuse of quantum dots to tag and track individual viruses;??

(m) A much faster and simplified way of compiling short sections of genetic
material together to make longer strands, via the Gibson assembly technique;?3

(n)  Better optimized protein production in E.coli through continuous directed
evolution of gene encoded molecules via phage-assisted continuous evolution (PACE);?*

(0) Genome editing tools for small-scale genome engineering by the
programming and evolution of cells by simultaneously targeting many locations on their
chromosome via multiplex automated genome engineering (MAGE)?® and MAGE codon
modifications to provide for large-scale genome via hierarchical conjugative assembly
genome engineering (CAGE);? 2

(p)  Inserting genetic material into cells, by either using a gene gun (which was
created prior to the last review conference but has been improved considerably since) or via
anon-viral plasmid;?®

(@) More sophisticated microfluidic applications, such as the addition of optical
pumps or better system integration, which improves the utility of alab-on-a-chip;**®

(n Cell free systems designed to produce encoded proteins from synthesised
DNA vianucleic acid programmable protein arrays (NAPPA);**°

() A way to control cell function using light (which provides targeted, fast
control of precisely defined eventsin biological systems) through optogenetics;**

) Approaches for tissue engineering and assembling three dimensional
biological structures and using standardised blocks or through printing; 22

(uy  Automated research suites designed to enable high-throughput screening
campaigns, including those intended for use under BSL-2 conditions;
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(v)  Increasingly comprehensive sets of normal data stored in biobanks, including
genetic information and blood samples as well as medical and family histories,?*

(w) A new way to trap and manipulate micro-scale objects using mobile micro-
vortices;*®

(X) A protocol for using multi-isotope imaging mass spectrometry (MIMS) in living
cells at the sub-micrometer range;**

(y) A new method for assessing the "drug-likeness" of compounds;®’

(2) High-throughput screening tools to screen libraries of compounds for biological
activity based upon improvementsin microfluidics.*®
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