CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
WIPO B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU

INTELLECTUAL PROPERTY

Crangaptel — ST.26 crpanuna: 3.26.1

CTAHOAPT ST. 26

PekomeHayembit CTaHgapT npeAcTaBreHus nepevyHen HyKneoTUaHbIX U aMUHOKUCTIOTHbIX
nocreaoBaTeflbHOCTEN C UCMOSb30BaHeM A3blka XML (PacumpsaemMoro sa3bika pasMmeTKi)

Bepcus 1.1

OdobpeH Komumemom rno CmaHdapmam BOUC (KCB)
Ha ceoel rnsmol ceccuu 2 uroHs 2017

PedakyuoHHoe npumeyvaHue nodeomosrieHo MexdyHapoOHbIM 60 po

Ha cBoen naton ceccum Komutet no CtaHgaptam BOUC (KCB) cornacurcs ¢ Tem, 4to nepexaon ot CtaHoapTta
BOWC ST.25 k Crangapty ST.26 coctontca B sitHBape 2022 roga. [1o Toro MOMeHTa crnegyet npogorkaTb
ucnonb3oBats CraHgapT ST.25.

CrangapT nybnukyeTcs ¢ uenbio HGopMmnpoBaHus BegoMcTB Mo NPOMbILLIIEHHON COBCTBEHHOCTU U APy X
3anHTEPEeCOBaHHbLIX CTOPOH.
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NMpunoxeHus

MpunoxeHne 1 — KoHTponvpyemas nekcuka

MpunoxeHune 2 — OnpegeneHve Tvna JOKYMeHTa ANs nepeydHst nocnegosartensHocten (DTD)
MpunoxeHne 3 — Obpasel nepeynsi nocriegosatenbHocTen (XML dann)

MpunoxeHve 4 — NMNoagmMmHoxecTBO cumBosioB 13 Tadbnumupbl Unicode Basic Latin Code
MpunoxeHne 5 — [lononHUTENbHbIE TpeboBaHUS 411 0OMeHa AaHHbIMU (TOSbKO A1
naTeHTHbIX BEOOMCTB)

MpunoxeHve 6 — PykoBoAacTBO Nosib3oBatend n [lononHeHue — PykoBOACTBO MO
nocregosaresibHoCcTaAM B XML pasmeLleHo rno agpecy:

http://www.wipo.int/e xport/sites/www/standards/e n/pdf/03-26-01.pdf Ha cTpaHuuax ¢ 95 no
195.
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CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
WIPO B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU

INTELLECTUAL PROPERTY

Cranpmaptel — ST.26 cTpanumna: 3.26.3

CTAHOAPT ST. 26

PekomeHnayembin CTaHgapT npeacTaBrieHUst nepeyHe i HyKNeoTUOHbIX M aMUHOKUCTIOTHbI X
nocrefoBaTeflbHOCTEN C UCMOSb30BaHMEM si3blka XML (PaclumpsaemMoro sidblka pasmeTku)

Bepcus 1.1

OdobpeH Komumemom no CmarHdapmam BONC (KCB)
Ha cgoeli nsmoti ceccuu 2 uroHs1 2017

BBepeHune

1. OanHbin  CTanpapT onpegenser TpeboBaHMA K pacKpbiTMIO B 3asBKax Ha naTeHT
nocnefoBaTenbHOCTEN  HYKNEOTMAOB UM aMUHOKUCIOT  ANA  BKMOYEHUMA B NepeyveHb
nocnefoBaTenbHOCTEN, NPeACcTaBnseT MeTOoAbl PacKpbITUS M OonpederieHue Tuna LOKYMEeHTa
(Document Type Definition, nanee - DTD) ans nepevHen nocnegoBatensHocTen B XML (eXtensible
Markup Language (Pacwupsiemoro Asbika Pasmetku)). PekomeHgyetcsi, 4tobbl BegomcTtBa Mo
NPOMBILWIEHHOW  COOCTBEHHOCTM  MpuHMManM  Nobble  NepevyHn  nocregoBaTeNnlbHOCTEN,
cooTBeTCcTBYyOWMe aaHHOMY CTaHOapTy, NofaHHble Kak 4acTb 3asBKM Ha NaTeHT UM Kacawowmecs
3asBKMN Ha NaTeHT.

2. Llenb nanHoro CtaHgapra:

a) No3BOMUTL 3asiBUTEN0 eAUHOOOpa3HO COCTaBNATb NepeyeHb NocrieqoBaTenbHOCTEN B
3asiBKe Ha NaTeHT, KOTopbIV Obin Obl NpYemnem Kak Ans MexayHapoaHbIX, Tak U AN HauMoHabHbIX
UMK pervoHarbHbIX Npoueayp;

b) noBbICUTL [AOCTOBEPHOCTL W Ka4YecTBO NPeACTaBrieHUst nocrieqoBaTenbHOCTEN AONs
YNPOLLEHUSI X PacpOCTPaHEeHVs! cpeaun 3asiBUTENEN, LUMPOKON NyONUKM 1 SKCNEPTOB,

C) 06er4nMTb NOMCK AaHHbIX O MOCNeA0BaTENbHOCTSAX; U

d) obecneunts 0OMEH AaHHbLIMM O NOCcreaoBaTeNbHOCTAX B SJ'IeKTpOHHOﬁ q:)opme, a TaKxe
BBO[ COOTBETCTBYHOLLMX OAHHbLIX B KOMMbOTEPU30OBaAHHbIE 6asbl gaHHbIX.

OnpepeneHus
3. ins uenei naHHoro CTaHgapTa BblpaXeHUe:

a) «aMVMHOKMCIOTay O3HayaeT Nby aMWHOKUCIIOTY, KOTopas MOXeT ObiTb NpeacTaBneHa ¢
nomMoLupto noboro cumeorna, onpegenéxHHoro B MpunoxeHun 1 (cm. pasgen 3, Tabnuua 3). Takne
aMWHOKUCIIOTbl  BKMKOYaKT, B YacTHOCTW, D-aMMHOKMUCIIOTBI U aMUHOKUCIOThI, coAepxalime
MOANMMUMPOBAHHbIE UMM CUHTETUYECKUe BokoBble Lenn. AMUHOKMUCIIOTHI ByayT UCTOMKOBaHbI Kak
HeMoauMULUMpoBaHHbIe L-aMUHOKUCIIOThI, €CIM OHW Jaree He OnucaHbl B Tabnuue xapakTepucTuK
KaKk MoamdmuMpoBaHHble B cooTBeTcTBMM ¢ naparpacdom 30. Onsa uenen Hactosiwero CtaHgapta
OCTaTOK NenTUAHOM HykrnenHoBon KucnoTbl (PNA) He cuuTaeTcss aMMHOKUCIIOTOM, HO CuUUTaeTcs
HYKNeoTnaoM, Kak ykasaHo B naparpade 3 (g) (i) (2).

b) «<KOHTpONUpyemas nekcuka» - 3To TepMUHOSIOMMS, coaepallasca B CTaHaapTe, kKotTopas
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AomkHa ObITb MCMoONMb3oBaHa A1 ONUCaHWSA CBOWCTB MOCIenoBaTerlbHOCTEN, T.e. aHHOTUPOBaHUA
06racTn UM MHTepecyoLWLEN NO3nLMK, onpeaensembix B MpunoxexHum 1.

C) «nepevncrneHne OoCTaTKoB» O3Ha4YaeT pacKkpbliTue nocrieaoBaTesibHOCTU B naTeHTHoMn
3adBKe nyTemM nepevuncrieHmna Kaxxgoro octarka nocnegoBsaTteribHOCTH, B KOTOpOI7IZ

(i) octatok npenctaendeTr cobom umsi, abbpeBuaTtypy, CUMBOIT WU CTPYKTYpY
(Hanpumep, HHHHHHQ nm HisHisHisHisHisHisGIn); nnm

(i) MHOXecTBO oOCTaTKOB MpeacTaBfieHO COKpaLeHHOW doopMyrion (Hanpumep,
His6GIn).

d) "HamepeHHO nponyLleHHas nocrnegoBaTenbHOCTL", Takke W3BEeCTHas Kak nycTtas
nocrnegoBarternbHOCTb, 00O3Ha4YaeT MeTKy-3anonHuTens (placeholder) coxpaHeHus Hymepauum
nocnegoBaTenbHOCTEN B MNepeyHe nocriefoBaTeflbHOCTEeN ANS COrMacoBaHHOCTU C pacKpbiTUEM
3asBKK, HaNpumep, ecnv nocrnegoBaTesibHOCTb YAansaeTCa U3 OnNncaHus nocne NoAroToBKU NepeyHs
nocnefoBaTeribHOCTEN.

e) «mMoandmMumMpoBaHHasi aMMHOKMCIIOTa» O3HadaeT MOyl aMUHOKUCIIOTY, Kak OnucaHo B
naparpadpe 3 (a), oTnmMyHyto oT L-anaHuHa, L-aprvHuHa, L-acnaparvHa, L-acnaparMHOBOW KUCHOTI,
L-umncTtenHa, L-rmytamuHa, L-rmyTaMUMHOBOW KUCHOThI, L-rmuvuuHa, L-ructuaunHa, L-usonenuyumHa, L-
nenuunHa, L-nmsmHa, L-meTnoHuHa, L-dpeHunanaHwHa, L-nponwuHa, L-nupponusmnHa, L-cepuHa, L-
cerneHouuctenHa, L-TpeoHuHa, L-Tpuntodhana, L-Tmpo3uHa unm L-sanvHa.

f) «MOANMUNPOBAHHBIN HYKNEOTUA» O3Ha4YaeT Nobor HyKneoTua, Kak onnucaHo B naparpade
3 (g), oTnmuHbIN OT 3'-MoHOpocdaTa Ae3okcmageHo3nHa, 3'-moHodocdaTta aes3okcuryasmanHa, 3'-
MOHopocdhata  gesokcuumtmaumHa, 3'-moHodocdata  gesokcutummgmHa,  3'-MoHodboc dhata
agjeHosunHa, 3'-moHodhocpata ryaHosuHa, 3'- MoHodocdaTta uutnauHa wunm  3'-moHodocdata
ypuauHa.

g) «HYKIeoTua» O3HadaeT Noboi HyKNeoTua, UM aHanor HykneoTuaa, KOTopblii MOXeT ObITb
npeacTaBrieH ¢ nomoubio foboro cumBona, onpeaenéHHoro B [MpunoxeHun 1 (cm. pasgen 1,
Tabnuua 1), roe HyKneoTua UNu aHaror HykneoTuaa cogepxar:

(i) oCHOBHYtO YacTb, BblOpaHHYHO K3:

Q) 2 aesokcunpmbosa 5 MoHodbocaTta (ocHoBHOM uenu
Ae3okcupnboHykneotnga) unmm pubosa 5 MoHodocdata (OCHOBHOM Lenu
pnboHyKneoTnaa); nm

(2) aHanor 2'-ge3okcnpnb0o30-5'-MoHodocdaTa nnm pmboso 5’-moHodocara,
KOTOpbIA Npu 06pa3oBaHMM OCHOBHOW LIEMM aHarora HyKneWHOBOW KUCHOThI
NPUBOAUT K PACMNONOXEHMIO HYKIEOTUAHBIX OCHOBAHWUMA, KOTOPbIE UMUTUPYIOT
pacnonoXeHne HykneoTMaoB B HYKIIEMHOBBLIX KUCMOTax, copgepxawmx 2'-
Ae3okcnpnbo3o-5'-moHodocata unm puboso-5-moHodocata, rge aHanor
HYKINEWHOBOM  KUCSIOTbI crnocobeH K cABaMBaHWKO  OCHOBaHWWM C
KOMMMEeMEHTaPHOW HYKNENHOBOW KUCMOTOM; MPUMEPbI HYKNEOTUAHbIX aHaroros
BKIIOYAKOT aMUHOKMCIIOTbI, Takue Kak B NenTUAHbIX HYKMEeMHOBbLIX KUCIOTax,
MOSEKYIbl [fIMKOMS, Kak B [NMKOSb HYKMEWHOBbLIX KUCMOTax, MOMEKyrbl
TpeoypaHO3NIIOBOrO caxapa, Kak B  TPeOo30-HYKNEMHOBbLIX  KUCIIOTaXx,
MOpPOSNIMHOBLIE KoSbLa 1 hoc opoanaMmmaaTtHble rpynmbl, Kak B MOpAoMHaXx,
N MOMEKysbl UMKIIOreKCeHWna, Kak B LMKIOreKCEHWUNbHbIX HYKIIEMHOBbIX
KucrnoTax.
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"
(i) ocHOBHOWM YacTbto ABNAETCS NNBO:

(1) NpUCoeaNHEHHOEe K HYKNeoTMgHOMY  OCHOBaHWto, BKIOYas
MOAMMLMPOBAHHOE WM CUHTETMYECKOE MNYpMHOBOE MMM MUPUMUOMHOBOE
HYKNeoTUaHOEe OCHOBaHUE; U

(2) oTcyTCcTBME NMYPUHOBOM MU MUPUMUANHOBOW HYKNEOTUAHOW rpynnbl, Koraa
HYyKNneoTua  SBNAETCA  4acTbio  HYKMEeOTUMAHOW  MocriefoBaTerlbHOCTH,
HasbiBaemon «AP-site» unm «abasic site» (yyactok [AHK, nuweHHbI
a30TUCTbIX OCHOBaHWUN).

h) “ocTtatok” oO3Ha4yaeT OO0 OTAENbHbIA HYKNEoTUa WM  aMUHOKUCIIOTY, WM UX
COOTBETCTBYHOLLWME aHaNOor B NOCIeA0BaTENbHOCTY.

i) «MOEHTUMKALMOHHBIN HOMEpP MocrefoBaTeNbHOCTUY MNpeacTaBnaeT COOOM YHUKarbHbIN
HOMep  (ueroe  4uCcro), MpUCBauBaeMbll  KaXOoW  MNOCrefoBaTeNbHOCTU B NepeyHe
rnocnenoBarerbHOCTEN.

j) «nepeyeHb mocrieqoBaTeNbHOCTEN» O3HAYaEeT KaK 4acTb OMMCaHWs NOAaHHON 3asiBKM Ha
NaTeHT, TaK U JOKYMEHT, NOAaHHbIN NO3aHee 3asiBKW, KOTOPbIVA BKIMOYAET PaACKPbITUE HYKIEOTUAHOW
WM aMMHOKMCIOTHOW MocrieqoBaTenbHOCTU(EN), a TaKKe OPYryl0 MMEHLLYCS UHAOPMaLMIo, Kak
npeaycMoTpeHo HacTosiwwmmM CTaHaapToM.

k) «crneuuanbHO onpefenéHHble» O3HavaeT nobble HyKNneoTuabl, KpOMe TeX, KOoTopble
npeacTaBrieHbl ¢ NOMoLWbo "n", n nobble aMMHOKUCIIOTbI, KPOME TeX, KOTOopble NpeAcTaBneHbl C
nomMoLupto "X", 13 nepeuncneHHblx B MNpunoxexun 1 (cm. pasgen 1, Tabnmua 1 v pasgen 3, Tabnuuya
3 COOTBETCTBEHHO).

i) «HEeN3BECTHbINY HyKneotna wnn aMMHOKUCIIOTa O3Ha4aeT, YTo OTAENbHbLIN HyKneotTna wmnn
aMWUHOKMCNOTA npeacTaBrieHbl, HO NX I/I,El,eHTI/I(*)MKaLWIOHHbIe OaHHble HEU3BECTHbI UM HEPACKPbITHI.

4. Ana uenen HacToswero CtaHgapTa cnoBo (Croea):

(a) «<MOXeT» oTHOCUTCS K HeoBA3aTENBHOMY MMM AONYCTUMOMY METOAY, HO HE K TPeBOoBaHMI0.

(b) «gorkeH» OTHocUTCst K TpeboBaHMIO; MrHOPUpPOBaHWE 3Toro TpeboBaHusi npvBeneT K
HecobnogeHuto CtaHgapTa.

(c) «He OOJMKHO» OTHOCUTCA K 3anpeTy B CTaHgaprTe.
(d) «criegyeT» OTHOCUTCS K HACTOATENBHO PEKOMEHA0BAHHOMY NMOAXOAY, HO HE K TPeBOBaHWIO.

(e) «He crnegyeT» OTHOCUTCS K HACTOSTENbHO HE PEKOMEHA,0BaHHOMY METOAY, HO He K 3arnpeTy.

O6bnacTb NpuMeHeHUsA

5. Hactoaumin CraHgoapT ycTaHaBnvBaeT TpeGoBaHMA K MpPeAcTaBNeHUo  MepeyHs
nocrneaoBaTenbHOCTEN HYKNEOTUAOB U aMUHOKUCTIOT B MATEHTHbIX 3asiBKax.

6. lNMepeyHn nocrepoBaTenbHOCTEN, COOTBETCTBYOWME AaHHOMY CTaHaoapTy (ganee - nepeyHv
nocregoBaTenbHOCTEN), cogepXaT YacTb 00LLer MHGOPMaLUN N YacTb C aHHbIMA
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nocnegoarenbHocTen. NepeyeHb nocnegoBaTenbHOCTEN OOMKEH ObiTb NpeacTaBeH Kak eauHbIN
dann B ¢dopmate Pacwmpsemoro HAsbika PasmeTtku (Extensible Markup Language, nanee - XML),
ucnonb3yowero onpegeneHve Ttuna gokymeHta (Document Type Definition, ganee - DTD),
npeactaerneHHble B [lpunoxeHun 2. YacTb oOwen wuHgopmauum C coaepxallencs B Hen
oubnmorpadmyeckon UHOPMaLMEN CIyXUT MUCKIIIOYMTENbHO AN OO6beauHEeHUs €€ C nepeyHem
nocrnegoBaTenbHOCTEN B NATEHTHON 3asiBKe, A9 KOTOPOW 3TOT nepeyveHb bbin npeactasneH. YacTb ¢
AaHHbIMM  NocrefoBaTeNlbHOCTEM COCTOMT M3 ogHoro wunm  Gornee  3feMeHTOB  [aHHbIX
nocnefoBaTenbHOCTU, KaXObIA U3 KOTOPbIX COOEPXUT MHGopMaL Mo 06 O4HON NocrenoBaTe SibHOCTM.
OrieMeHTbl [JaHHbIX MOCIe4oBaTEeNbHOCTU BKIMIOYAKT pasfnyHble CBOWCTBA (XapakTepuUCTUKW)
Knoden u  kBanmdmkaTopoB MocrenoBaTeribHOCTEN, Ha OcHoBe cheuundwmkaumin CoBMECTHOM
MexpgyHapogHon Basbl JanHbix HykneotugHbix lMocnegoBatensHocTen (International Nucleotide
Sequence Database Collaboration, ganee - INSDC) n KoHcopuuyma UniProt.

7. Ona uenen panHoro CrtaHgapTa nocrnefoBaTenbHOCTb, ANS KOTOPOWM Heobxoamm nepedeHb
nocnenoBaTenbHOCTEN, pacKpbiBaeTcs MNYTEM MEepeynucrieHns e€ ocTaTkoB U MOXeT ObiTb
npegcTaenexa:

a) HepasBEeTBMEHHOM MOCMe4OoBaTENIbHOCTbIO WAW FIMHEWHBIM Y4aCTKOM pPa3BeTBIIEHHON
nocnefoBaTernbHOCTU, cogepxallen necsaTb 1 6onee cneumansHO onpeaenéHHbIX HYKNneoTnaos, rae
CMeXHble HyKneoTuabl coeguHeHbl nMbo:

(i) ot 3k 5’ (Mrm ot 5' k 3') drocdonma gmpHOM CBA3LID; NGO

(i) Mool XMMU4YecKkor CBsA3bI0, KOTOpast MPUBOAMT K TaKOMY PacroNioXXeHUI0 COCeaHMX
HYKNEOTMAHbIX OCHOBaHUIA, KOTOPbIE UMUTUPYIOT PacrorioXeHne HyKIeoTUOHbIX OCHOBaHWIA B
HYKINEMHOBbIX KMCINOTax NPUPOAHOTO MPOUCXOXKOEHNS; UK

b) HepasBeTBNEHHOM MNOCNEOOBATENBbHOCTLIO WM JIMHENWHBIM Y4aCTKOM pa3BeTBIEHHOM
nocnegoBaTenbHOCTU, CoaepXallen YeTbipe n bonee cneymansHO onpeaesi€éHHbIX aMMHOKUCTIOT, rae
CMEXHbl€ aMUHOKUCTIOTbI COeAMHEHbI NENTUAHBIMUN CBA3SAMM.

8. I'Iepel-leHb nocnegoBaTefnibHOCTEN HEe LOMMKEH BKIKOYATb HUKaAKMX NocriegoBaTeflbHOCTEN C MeHee
YyeM OecCATbio cneunarnbHO onpep,enéH HbIMW HYKneoTngamMmm mUnnm ¢ MeHee 4eM 4eTblpbMA cneymnarnbHO
Oﬂpeﬂ,eﬂéHHblMl/l aMMHOKMCIOTaMu, Kak nocnegoBaTenlbHOCTb CO CBOMM CODCTBEHHbIM NpUCBOEHHLbIM
I/I,El,eHTI/I(bI/IKaLI,I/IOHHbIM HOMepOM nocnengoBaTesibHOCTHU.

OTCbINKKN

9. Crnepgytowpe CtangapTbl U AOKYMEHTbI ABMAOTCHA perneBaHTHbIMU MO OTHOLLEHWIO K J@HHOMY
Ctanpgapry:

CoBmecTHasa MexxgyHapogHas basa
[aHHbIX HykneoTuaHbIX
MocnenoBatensHocTen (INSDC) http://www.insdc.org/;

MexpgyHapogHbin CtaHgapT ISO 639-1:2002 Kogbl Ans 0603Ha4YeHnss Ha3BaHUIM A3bIKOB
YacTb 1: Kogbl Alpha-2;

KoHcopumym UniProt: http://www.uniprot.org/

W3C XML 1.0 http://www.w3.org/
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CMPABOYHUK MO NMH®OPMALIMM N AOKYMEHTALIUK

WIPO B OBJIACTW NMPOMBILLTEHHOW COBCTBEHHOCTH
Cranpaptel — ST.26 cTpanumna: 3.26.7
Ctangapt BONC ST.2 CtangapTHoe npeacTaBneHve KaneHgapHbix aaT

Ha onybMKOBaHHbIX JOKYMEHTaxX C
NCNOSb30BaHMEM FPUrOPUAHCKOro KaneHaaps
CtaHgapt BOMC ST.3 PekomeHayembin CTaHgapT Ha ABYOYKBEHHbIE
Koabl 4Nsi NpeAcTaBneHns CTpaHx,
aQMVHUCTPATMBHBIX €ANHNL, U
MEXTPaBUTENIbCTBEHHbIX OpraHn3aumin;

Ctangapt BONC ST.16 PekomeHayemble cTaHOapTHbIE KoAbl Ans
naeHTMdmKaunum pasnmyHbiX BUOOB NaTEHTHbIX
OOKYMEHTOB

Ctangapt BONC ST.25 CTangapT No npeacTaBreHnto nepeyHen

nocrenoBaTenbHOCTEN HYKNneoTnaoB U
AMUHOKUCIOT B NATEHTHbIX 3adBKax

MpeacTaBneHne nocnegoBaTenbHOCTEN

10. Kaxxgon nocnegoBaTefnlbHOCTU, OXBaYE€HHOW naparpadom 7, 4ormkeH 6biTb NPUCBOEH OTAENbHbIN
NMOEeHTUMKALMOHHBIA HOMEpP, BKIKOYasi nocrnefoBaTeflbHOCTb, KOTopasi MOEeHTUYHa yvacTky 6onee
OMVHHOM  nocrefosaTtenbHoOCTU.  VoeHTUdmMKaunoHHbIn  HOMEP  MocrefoBaTeNbHOCTU  JOSTKEH
HaynmHatbCcs ¢ 1 M nocrnegoBaTenbHO YBeENUUMBATLCA Ha uenoe 4ucro. [lpu oTCcyTCTBUMM
nocnegoBaTenbHOCTU NPeacTaBnsaeTcs UOeHTUAMKALNOHHBIA HOMEP MOoCnenoBaTeNbHOCTH, T.€. Ha
MecTe HamMepeHHO NPOoNyLLEeHHOW nocrieaoBaTenbHOCTU AoMmkeH ucnonb3oBatbed “000” (cm. pasgen
58). OOuwee KonMM4ecTBO nocrefoBaTeNbHOCTEN OOMMKHO OblTb  yKasaHO B NepedvHe
nocrnegoBaTenbHOCTEN N AOSHKHO PaBHATLCHA OOLLUEMY KOMMYECTBY WAEHTUGMKALMOHHLIX HOMEPOB
nocnenoBaTenbHOCTW, HE3aBUCUMMO OT TOro, BYAET M 3TO HEKOTOpast NocnefoBaTeNbHOCTbL UK Kog
«000».

HyKneom UOHbIe nocnedosameribHOCMU

11. HykneotugHasi nocnefoBaTenbHOCTb AOMkHA ObiTb NpeacTaBrieHa eauHOM LIenovkon crieBa
HanpaBo B HarnpaBneHun oT 5'-KoHua K 3'-KOHUYy WM B HanpaBneHWM CrieBa HampaBo, KOTOpoe
UMUTUPYET HarnpasfeHne oT S5'-—koHua K 3'-koHuy. O6o3HaveHus 5 u 3' wnm nobble apyrve
nonobHble 0603Ha4YeHVs He [OMMKHbl OblTb BKMOYEHbI B MOcrnegoBaTenbHOCTb. HykneoTuaHas
nocrnefoBaTeNlbHOCTb, COCTOSILLAA UX ABYX LENOoYeK, packpbiBaeTCsl MyTEM MEpPeYnCIieHns OCTarkoB
obeunx Lenoyek, KoTopble AOIKHbI OblTb NPEACTaBMNEHbI KakK:

a) efvHasi nocrneaoBaTeNnbHOCTb UM Kak ABE OTAESbHbIX MNOCeaoBaTeNbHOCTU, Kaxaon 13
KOTOPbIX NPUCBOEH CBOW COBCTBEHHbIN MAEHTUMKALNMOHHBIN HOMEp MoCreaoBaTenbHOCTU, B TeX
chnyyasix, Korga ABe OTAerNbHbIE LLeNOoYKM NOMHOCTLIO KOMMIIEMEHTaPHbI APYr ApYry; Unm

b) ABe oTaenbHbIe NOocneaoBaTENbHOCTU, KaXKA0M U3 KOTOPbIX MPUCBOEH CBOW COBCTBEHHbIN
NOEHTUAMKALMOHHBLIA HOMEP NOCMeAoBaTENbHOCTU, B TEX CryyasX, Korga ABe OTAefNbHbIE Lenoykm
He MOSHOCTbLIO KOMMIEMEHTAPHbI APYr APYrY.

12. [Ona uenen Hactoswero CTaHgapta nepBbli  HyKNeoTud, NpeacTaBfieHHbIA B
nocrnegoBaTenbHOCTK, SBMSETCS OCTaTkoM Ha nosvumm Homep 1. Korgaa HykneotugHas
nocnefoBaTeribHOCTb UMEET LIMKIMYECKYHO (KOMbLEBYIO) KOHAMIypaLuio, 3asBuUTeNb MOXET BbibpaTtb
HYKNeoTua, C NosfoXeHnem octatka Homep 1. Hymepauusi HenpepbiBHa No BCen NocreaoBaTenibHOCTU
B HarnpasreHun oT $' K 3' unm B HarnpasfieHWU, KOTOPOEe MMUTUPYET HanpasreHne oT 5 o 3.
MocnegHnn HoMep MNO3MUMM  OcTaTka AOMmKeH OblTb  paBeH  Yucny  HyKneoTuaos B
nocnenoBaTenbHOCTU.
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13. Bce Hykneotugbl B nocrnegoBaTeNlbHOCTU LOMMKHbI ObiTb NpeacTaBrieHbl C MUCMONb30BaHUEM
CUMBOSOB, onpefenéxHblx B lMpunoxenun 1 (cm. Mnaea 1, Tabmumua 1). lMpyn 3TOM MCNONb3yOTCS
TONbKO CTPOYHble Oykebl. Jl0OOW cumBOM, MCMONb3yembli ONS NPEACTaBMeHus HyKneoTuaa,
ABNAETCS 3KBMBANEHTOM TOMbKO OOHOro ocTaTtka.

14. Cumeon “t” 6yget mnctonkosaH kak TumuH B [JHK n ypauun 8 PHK. Ypauun 8 AHK nmm TumnH B
PHK cuutaetca mMoaugmuUMpOBaHHLIM HYKNEOTMAOM W [OMKeH ObiTb B AanbHenwem onvcaH B
Tabnmue xapakTepuCTUK, Kak npeacTaBneHo B naparpadge 19.

15. B cnyyae, Kkorga MpUCBOEH HEOOHO3HAYHbIN CUMBON (nNpeacTaBnslwmi aBa u Gonee
anbTepHaTUBHbIX HyKneotuaa), AoikeH ObiTb Mcnonb3oBaH Hauboree orpaHWYMBaOLLMA CMMBON,
Kak nepeyncneHo B MNpunoxexun 1 (Mnasa 1, Tabmvua 1). Hanpumep, B cnyyae ecnu Hykneotungamu
AaHHOW no3uuum mMoryT 6biThb “a” nnm “g”, cnegyeT Mcnonb3oBaTb ckopee “r’, yem “n”. Cumeon “n”

[Tl [T L] [Tl

Oymetr paccmartpmBatbCca kak ‘@’ wnm “‘c” um ‘g unum “Yu”, ecrim oH uncnonb3yetcA 6e3
AOMOSHUTENBHOrO ONMCaHWA, Kak Toro TpebytoT naparpadbl 16 u 17 nnm 21. Cumeon “n” He JOMKeH
ncnonb3oBaTtbCA ANA NpeacTaBneHus 4Yero-mmbo, Kpome Hykneotuga. Cumson “n”  moxer
ncnomnb3oBaTbCA ANA NPeACcTaBneHUs TOMbKO OAHOTO MOAUMUUMPOBAHHONO UMW “HEU3BECTHOrO”
HyKreoTuaa, BMecTe C nocreayowmm onucaHveM B Tabnuue XapakTepUCTUK, Kak NpeaycMOTPEHO B
naparpadpax 16 n 17 unm 21. [na npeactasneHWss BapuaHTOB MNoOCrenoBaTeflbHOCTU, TO eCTb

anbTepHaTMBbI, yOaneHns, BCTaBku U 3ameHbl, CMOTpU naparpadb! 92-98.

16. MogudvumpoBaHHble HyKneoTuabl AOSMKHbI ObiTb NpeacTaBfieHbl B MOCNEAOBaTENbHOCTU Kak
COOTBETCTBYIOLWME HEMOANMMLUMPOBAHHbIE HYKNEoTuAabl, T.e. Kak “@’, “c”, “g” nm “t” Bcskmun pas,
Korga 9To BO3MOXHO. J1lo6o MoandmuMpoBaHHbIA HYKNEoTua B NocneoBaTenbHOCTU, KOTOPbLIN He
MOXeT ObiTb MpeacTaBneH vMHade, kak nobon gpyron cumeon B [Mpunoxenun 1 (cm. naea 1,
Tabrmua 1), T.e.,, «OpYyron» HyKreoTug, TakOW KaK HenpupogHble HyKneoTuabl, AO0mkeH 6biTb
npeacTasrieH cMMBOSioM “n.” B Tex cnyyasx, Korga cumBon “n” ncnonb3yeTca ANns npeacTtaBreHnst

MOD,I/ICbI/ILI,I/IpOBaHH Oro HyKneotTunaa, oH ABNAEeTCA 3KBMBAlNIEHTOM TOJIbKO OOHOIro OCHOBaHUA.

17. MoandmumpoBaHHbIN HYKNeoTua AOrmKeH ObiTb B AanbHENWeM onvcaH B Tabnuue CBOUCTB (CM.
naparpad 60 n nocrnegywwyme) € MUCNonb3oBaHMEM cneumansHoro knoda “modified_base” wn
obsazarenbHoro kBarmdwmkatopa “mod_base” B coderaHum C eguHCTBEHHOW abbpeBuatypon u3
Mpunoxenns 1 (cm. [nmaBa 2, Tabnmua 2) B KayecTBe 3HadeHus kBanmmudumkatopa; ecnm
abbpesmatypoii  sBnsetca  “OTHER”  (“OPYFOW”), nomHoe  HeCOKpalgHHOe  Ha3BaHue
MOAMIMLMPOBAHHOIO HyKreoTuaa AOSPKHO ObiTb NPUMBEAEHO Kak 3Ha4YyeHne kBarnmdwmkaTtopa “note”.
[ns nepeyvcrieHna anbTepHaTUBHBLIX MOANMMLMPOBAHHBIX HYKNEOTUOO0B 3Ha4YeHue KBanvdmkaropa
«OTHER» MoXeT wucnonb3oBaTbCA B COYETAHUMM C AOMOMHUTESbHBbIM KBanudwmkatopom “note”
(«npumevannsa») (cMm. naparpadnl 95 n 96). A66peBmnatypbl (UM NOMHbIE HA3BaHWS), NPUBEAEHHbIE B
MpynoxeHnmn 1 (cm. [naBa 2, Tabnmua 2) He AOMKHbI ObiTb  MCMNOMBb30BaHbl B CaMoW
nocrnegoBaTenbHOCTH.

18. HykneotugHasa nocnefoBaTenbHOCTb, BKIOYAOLWAs OAWH UM HECKOSbKO Y4acTKOB CreaytoLmx
ApYyr 3a ApyroMm MogmmunpoBaHHbIX HYKNEOTUAO0B, KOTOPbIE MMEKT OOHY M Ty Xe OCHOBHYH 4acTb
(cm. naparpad 3 (g) (i) (2)), oomkHa GbITb ONOMHUTENBHO ONUCaHa B Tabnuue XapakTepucTuK, Kak
9TO nNpeaycMoTpeHo B naparpadee 17. MoandumumpoBaHHbIE HYKNEOTUAbI KaXaoro Takoro yydacTka
MoryT ObiTb COBMECTHO onucaHbl B ogHoM anemeHTe INSDFeature, kak aTO npeaycMOTpeHO B
naparpacpe 22. B kayectBe 3HayeHusa B kBanudukaTope “note” («npumedaHusi») OOMKHO OblTb
yKkasaHo Hanbornee orpaHuyMBatoLLee HECOKPALLUEHHOE XUMUYECKOEe Ha3BaHWe, KOTOpoe OXBaTbiBaeT
BCE MOAMGMLMPOBAHHbIE HYKNEOTUAbl B npedeniax yd4actka unm nepeyeHb XMMUYECKUX Ha3BaHWM
BCEX HYKMNeoTMAOB B AMana3oHe. Hanpvmep, nocrnenoBaTeslbHOCTb HYKNENHOBOW KUCMOThI FAINKOSS,
coaepxallasi HykneoTuabl HYKINEMHOB «a», «C», «g» unm «t», MoxeT OblTb onucaHa B
KBanudmkartope “ note” kak «2,3-AnrnapoKCUNpPonuUHyKIeo3nabl».
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AnbTepHaTMBHO, Takas e nocrenoBaTernlbHOCTb MOXET OblTb OnNncaHa B kBanundukaTope “note” kak
«2,3-OUrMapoKCUNponNuUNageHH, 2,3-AnurnapokCUnponunTuMmnH, 2,3-aurngpoKCUnponuinryaHud  nmm
2,3-OUrngpoKCMNponunumnTO3mHy. Ecrnn oTgenbHbii MOaNGMUMPOBAHHBIA HYKNEOTUA Ha ydacTke
BKIHOYAET LOMOSMHUTENBHYIO MOANGMKALMIO, TO MOAMMMUMPOBAHHBIN HYKNEOTUA TakKe LOJIKEH
ObITb AOMNONMHUTENBHO ONUCaH B Tabnuue XxapakTepUCTUK, Kak 9TO NpeaycMOTpeHo B naparpade 17.

19.¥Ypaumn B JHK vnn tummnH B PHK cuuTatoTca MogmdmumpoBaHHbIMU HYKNeoTUaaMn U OOMKHbI
ObiTb NpeacTaBneHbl B nocrieqoBaTenbHOCTU Kak “t” n ganee onmcaHbl B Tabnvue yHKUUR C
nomoLlblo cneumanbHoro kntoda “modified _base”, kBanmndmkatopa "mod_base" ¢ "OTHER" kak
3HavyeHneM KBarnmdumkaTopa u kBanmgukaTtopa “note” ¢ "ypaumnom" mnm "TMMMHOM", COOTBETCTBEHHO,
KaK 3Ha4YeHve KBanugmkartopa.

20. Crnegyowme npumepbl UNMOCTPUPYIOT MOANGMUMPOBAHHbIE HYKNEOTUAbI, NpeaCcTaBfieHHble B
COOTBETCTBUU C Naparpadamu ¢ 16 no 18 BbiLue:

Mpymep 1: MoandmumpoBaHHbI HyKNeoTua, ucnonb3yowmn abopesmatypy 13 MNpunoxexus 1 (cm.
maBa 2, Tabnmua 2)

<INSDFeature>
<INSDFeature key>modified base</INSDFeature key>
<INSDFeature location>15</INSDFeature location>
<INSDFeature gquals>
<INSDQualifier>
<INSDQualifier name>mod base</INSDQualifier name>
<INSDQualifier value>i</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

Mpumep 2: MogudmumpoBaHHbIv Hykneotua “xanthine”, ucnonbaytowmin “OTHER” u3 MNpunoxerus 1
(cm. MnaBa 2, Tabnuua 2)

<INSDFeature>
<INSDFeature key>modified base</INSDFeature key>
<INSDFeature location>4</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier_name>mod_base</INSDQualifier_name>
<INSDQualifier value>OTHER</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier value>xanthine</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

Mpumep 3. HykneoTnagHasa nocrieaoBaTenbHOCTb, COCTOSALWAA M3 MOAUGMLMPOBAHHBLIX HYKIEOTUAOB,
oxBaTbiBaeMbIx naparpadom 3 (g) (i) (2), ¢ 4ByMSA OTAENbHLIMU HYKNEOTUAAMM, KOTOPbIE BKIOYAIOT B
cebs 4oNoNHUTENbHY MoAMbUKaL Mo

ru/03-26-01 HaTa: ceHTs16pb 2017



CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
WIPO B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU

INTELLECTUAL PROPERTY

Cranpaptel — ST.26 cTpanumna: 3.26.10

<INSDFeature>
<INSDFeature key>modified base</INSDFeature key>
<INSDFeature location>1..954</INSDFeature_ location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>mod base</INSDQualifier name>
<INSDQualifier value>OTHER</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier value>2,3-dihydroxypropyl
nucleosides</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

<INSDFeature>
<INSDFeature key>modified base</INSDFeature key>
<INSDFeature_location>439</INSDFeature_ location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>mod base</INSDQualifier name>
<INSDQualifier value>i</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>modified base</INSDFeature key>
<INSDFeature location>684</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>mod base</INSDQualifier name>
<INSDQualifier value>OTHER</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>xanthine</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

21. Jhwbom “unknown”  («HEW3BECTHbIN») HyKNeoTuWn AomkeH ObiTb npeacTaBneH B
nocnegoBartenbHoCcTM Kak “n”. “Unknown” («HEM3BECTHBINY) HYKNEOTUA, AOIMKEH ObiTb B AanbHEeNLWem
onucaH B Tabnuue ceoncte (cM. pasgen 60 n nocrnegyowmx) ¢ NOMOLLBI OYHKLMOHANbHOMO KItova

“‘unsure” (“HeonpeaenénHbln’). Cumeon “n” ABNAETCS 9KBMBANIEHTOM TOMbKO OL4HOrO OcTaTKa.

[T TP L R TP | BT (191}

22. Y4acTok, coaepxalmi n3BeCTHOE YMCIIO CMEXHbIX OcTaTKoB “a”, “c”, “g”, “t” unm “n”, ona KoTopbIx
NPUMEHSAOT OAMHAKOBbLIE ONMUCaHUs, MOXET ObITb ONMCaH C MUCMNONb30BaHMEM OLHOMO 3fieMeHTa
INSDFeature C CUHTakCUCOM “X..y° B KayeCTBe [EeCKpuUrnTopa MECTOHAXOXOEHWs B 3reMeHTe
INSDFeature location (cM. naparpadbl ¢ 64 - 71). [na npeactaBrieHWss BapuaHToOB
nocrnenoBaTenbHOCTU, T.€. yaaneHus, obaBneHns unv 3aameLLeHns, cM. naparpadel 92 - 98.

23. Cregyloumii npumep  WNOCTPUPYET NpeAcTaBrieHMe 06racTu  MOAMAMLMPOBaHHbIX
HYKNeoTMaOoB, AN KOTOPbIX MCMOSb3YOT OAWHAKOBbIE OMWCAaHWUsA, B COOTBETCTBMM C pasderiom 22
BbILLE!
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<INSDFeature>

<INSDFeature key>modified base</INSDFeature key>
<INSDFeature location>358..485</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>mod base</INSDQualifier name>
<INSDQualifier value>OTHER</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier value>isoguanine</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

AMUHOKUCIOMHbIEe rocriedogameribHoCmu

24. AMVHOKMCIIOTbI B aMWHOKMCIIOTHOW NOcneaoBaTenbHOCTU A0IMKHbI ObITh npencTtassieHbl B aMUHO
— Kap6OKCM HanpaelieHMnn crneea Hanpaso. AMVHO 1 Kap60KCM rpynnbl HE [OOJTXHbI ObITb
npeacTasrieHbl B NociieaoBaTeNibHOCTU.

25. Ina uenen Hactoswero CTaHaapTa, nepeasi aMMHOKMUCIIOTa B NOCNE40BATENbHOCTU SBNSIETCS
OCTaTKOM Ha no3vumm Homep 1, BKMOYMAs aMMHOKMCIIOTHI, npedwecTByowme 3perniomy 6ernky,
Hanpumep, npeg-nocnegoBaTenbHOCTU, NPO-NocnegoBaTerbHOCTU, NPea-Npo-nocnieaoBaTenibHOCTH
N curHanbHble nocnegoBatenbHocTU. Korga amMuMHOKMCIOTHasi nocrefoBaTenbHOCTb — MMeeT
UMKNMYeckylo  (KOnbLEeBYyl) KOHMMrypauuo, 3asBuTeNl  MOXeT BblbpaTb aMUHOKUCIOTY C
nornoxxeHnem octartka Homep 1. Hymepauumsa HenpepbiBHA NO BCEW NOCNe40BaTeNbHOCTM B aMUHO —
Kapbokcu HanpasrieHWN.

26. Bce aMuHOKMCNOTBI B MocrnegoBaTelbHOCTU OOSMKHbI ObiTb NpeacTaBfieHbl C UCMOSb30BaHNEM
cumBoOSoB, onpeaenéHHolx B lMpunoxeHun 1 (cm. Mnasy 3, Tabnuuy 3). JorkHbl MCNONb30BaTLCA
TONbKO 3arnaBHble Gykebl. J1l0OGOWM CUMBOM, UCNOMb3yeMbl ANA NpeacTaBneHUs aMUHOKWUCIIOTHI,
ABMSAETCSA 9KBUBANIEHTOM TOSbKO O4HOro ocTaTka.

27. B cnyyae, ecnM yMeCTHbIM SBMAETCH HEOAHO3Ha4yHbI CUMMBOS (NPEeACTaBfAWMN, Kak
anbTepHaTuBy, ABe U 6onee aMMHOKMCIOTbI), CregyeT MCMnonb3oBaTb HaMbornee orpaHMYMBaKOLLIMN
cumBO. Hanpumep, ecnv aMmMHOKUCIIOTa Ha JaHHOM NO3ULIUN MOXKET ObITb acrnaparMHOBOW KUCIIOTOM
UM acnaparMHom, npeanoyTuTeNnibHee ucnonb3oBaTtb cumon “B” Hexenn cumeon “X’. Cumson “X’
OGyaeT ucTonkoBaH Kak oguH n3 cumeornos “A’, “R”, “N”, “D”, “C”, “Q”, “E”, “G”, “H", “I", “L”, “K”, “M’, “F”,
‘P, “O”, “S”, U7, “T", “W”, “Y”, unun “V’, 3a UCKINOYEHNEM Crlydas MCMNOSfb30BaHMA NOCreayloLero
onucaHusa B Tabnuue xapakTepucTUK, Kak npeacTaBneHo B naparpadpax 29-31 mnm 32-33. Cumson
“X’ He [OMmkeH Mcnonb3oBaTbCA ANA NpeacTaBfieHus 4ero-nmbo MHOro, KpoMe amMMHOKMCIIOTHI.
Cumeon “X’ MOXeT 6bITb MCNOMb30BaH AN NPeACTaBEHNS] TONMbKO OAHOW aMUHOKUCIIOTbI, BMECTE C
nocnegyowmm onvcaHMeM B Tabnuue xapakTepucTuk, Kak npegycMoTpeHo B naparpadax 29-31 nnm
32-33. [0na npeacTaBneHuMs BapuUaHTOB MocrieqoBaTeSlbHOCTW, T.e. anbTepHaTuB, yaaneHus,
pobaBrneHns unv 3aameLleHnsi, cMoTpu naparpadbl 92 - 98.

28. PackpblTble aMWHOKMCIOTHbIE MOCHeoBaTenbHOCTW, pa3fernéHHble CUMBONaMu BHYTPEHHEro
pasrpaHuyeHns, Hanpumep, “Ter” («KOHeu») uin 3Be3godkor “*” mim Todkom “.“ mnn npobenom,
AOMKHbI OblTb BKIOYEHbl Kak oOTAerflbHble MNocrefoBaTernbHOCTU ANS KaXOoh aMUHOKUCIIOTHOW
nocneoBaTeribHOCTU, KOTOpasi COOepXUT, MO KpavHen Mepe, YeTbipe cneumnansHo onpeaenéHHble
aMVHOKUCIIOThI, M YNOMAHYTHI B naparpadee 7. Kaxgon Takou OTAEnbHOM MnocriefoBaTernbHOCTU
AOIKeH OblTb MPUCBOEH COBCTBEHHbIM  UAEHTU(MKALMOHHBIA HOMEp MocefoBaTeslbHOCTW.
PaspenutensHble CMMBOIbI 1 NPOGerbl He AOMKHbI ObITh BKIKOYEHbI B NOCe40BaTeNlbHOCTU

ru/03-26-01 HaTa: ceHTs16pb 2017



CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
WIPO B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU

INTELLECTUAL PROPERTY

Cranpaptel — ST.26 cTpanuua: 3.26.12

nepeyvHsi nocregoBaTtenibHoCTeN (CM. naparpad 57).

29.Korga 9170 BO3MOXHO, MOANGMLMPOBAHHBbIE AaMUHOKUCIIOTLI, BKoYass D-aMUHOKMCIOTLI, OOMKHbI
OblTb NpeacTaBneHbl B MOCNe4OBAaTENbHOCTU, Kak COOTBETCTBYHOLME HEMOAUMULMPOBAHHBLIE
amMuHokucnoThl. Jliobas moandmumnpoBaHHas aMMHOKUCIOTa B MOCneaoBaTerlbHOCTU, KOTopas He
MOXeT ObITb npeacrasrieHa NobbiM cumsosioMm m3 lMNpunoxeHua 1 (cm. nasa 3, Tabnmua 3), T.e.
«apyrasi» aMmMHOKUCOTa, AoSMkHA ObITh NpeacTaBrieHa kak “X’. Cumson “X’ aBNseTca 3KBUBaNeHTOM
TOINbKO OfHOro ocTaTKa.

30. MoandmumnpoBaHHas aMUHOKUCOTa AoMmkHa ObiTb Aanee onucaHa B Tabnuvue xapakTepucTuk (CMm.
naparpad 60 n nocnegytouwme). Tam, rage 3To NPUMEHMMO, CregyeT UCNonb30BaTb (PyHKLMOHAmNbHbIE
kmoun «CARBOHYD» wunm «LIPID» Bmecte ¢ kBammdwmkatopom “NOTE” («MPUMEYAHUEDY).
®dyHKUMOHanbHbIM Ktod “MOD_RES” crnegyet wucnonb3oBatb Af8 APYMMX NOCTTPAHCIALWMOHHO
MOANMMLMPOBAHHBLIX aMUHOKMUCIIOT COBMECTHO C kBarmdukatopom “NOTE”; B Apyrux cnyqasx
dyHKUMOHanNbHbIN Koy “SITE” cnegyeT ucnonb3oBaTb COBMECTHO C KBanudwmkatopom “NOTE”.
3HadyeHne kBanmmdwmkatopa “NOTE” pgomkHO ObiTb wunm  abbpeBumaTtypoin  (CokpalleHueMm),
onpenenénHon B [MpunoxeHun 1 (cm. naBa 4, Tabnvua 4), wnM NOMHbIM, HECOKPALLEHHLIM
Ha3BaHMEM MOAMMLMPOBAHHON aMUHOKMCIOTbI. AGGpeBmaTypbl, onpeaenénHbie B Tabnuue 4, o
KOTOPbIX peyb MAET Bbllle, UK MOJIHbIE, HECOKPALLEHHbIE Ha3BaHWS He AOMKHbI UCMOSb30BaThCS B
camow nocrenosaTenbHOCTU.

31. Crnegyroume npuMepbl UITKOCTPUPYIOT NpeacTaBreHne mMoanmumnmpoBaHHbIX aMUHOKUCTIOT B
cooTteeTcTBUM C naparpadoom 30 BbliLe:

Mpumep 1: MocTTpaHCNALMOHHO MOAMGMLMPOBaHHAs aMMHOKMCIIOTa

<INSDFeature>
<INSDFeature key>MOD RES</INSDFeature key>
<INSDFeature location>3</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier_name>NOTE</INSDQualifier_name>
<INSDQualifier value>3Hyp</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

Mpumep 2: HenocTTpaHCNAUMOHHO MOAMdMLMPOBaHHAsa aMUHOKMCIIOTa

<INSDFeature>
<INSDFeature key>SITE</INSDFeature key>
<INSDFeature location>3</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>Orn</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

Mpumep 3: D-ammnHoOKMCIOTa

<INSDFeature>
<INSDFeature key>SITE</INSDFeature key>
<INSDFeature location>9</INSDFeature location>
<INSDFeature quals>
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<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>D-Arginine</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

32. [libasa "unknown” («Hen3BeCTHasi») aMUMHOKMUCIIOTa, A0 KHA ObITb NpeacTaBneHa kak cumson “X’
B nocneposaTenbHoCcTU. "Unknown” («HeM3BeCTHasi») aMUHOKMCIIOTa, ykaszaHHaa kak “X’ gorpkHa
OblTb B AanbHenweM onvcaHa B Tabnvue xapakTepucTuk (cM. naparpad 60 n nocnegywoowme) c
noMoLbio doyHKUMOHanbHOro krntoda “UNSURE” 1 BoaMoxHO (no Bbibopy) kBanmndwmkaTopa “NOTE”.
CumBon “X” sBnsieTcst 3KBUBANEHTOM TOJTbKO O[HOrO ocTaTka.

33. Creaytouwme npumepbl UIMKOCTPUPYIOT NpeacTasneHne "unknown” («HeuM3BecTHOW») unn “other”
(“opyron”) aMMHOKMCNOTbLI B COOTBETCTBMM C Naparpacgom 32 BbiLle:

<INSDFeature>
<INSDFeature key>UNSURE</INSDFeature key>
<INSDFeature location>3</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>A or V</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

34. YyacTku, cogepxalme M3BECTHOE YMCII0 CMEXHbIX ocTaTkoB “X’, AN KOTOPbIX MCMOMb3YHT
OOVHAaKOBble OMNUCaHusa, MOryT ObiTb COBMECTHO OMMWCaHbl C MOMOLLUBKD CUMHTaKcuca “X..y”", Kak
ornucaHne MecTOHaxXOXOeHUsi B 3fieMeHTe INSDFeature location (CM. naparpadel 64-70). [ns
npeacTaBreHns BapuaHToB NOCenoBaTeNlbHOCTH, T.€. yaaneHus, [ob6aBneHns unm 3ameLLeHuns, Cm.
naparpadwl 93 - 98.

lMpedcmasneHue ocobbix cumyayud

35. MocnegoBaTenbHOCTb, packpbiTas MyTEM nepeyucrieHss eé ocTaTkoB, KOTOpble MOCTPOEHbI Kak
eflvHasi, HenpepbiBHas MocreqoBaTeNbHOCTb M3 OAHOrO UnM Goriee HECMEXHbIX CErMEHTOB Gornee
ANMVHHON NocriefoBaTeNlbHOCTM UM CETMEHTOB M3 pasnn4YHbIX NocriefoBaTeNlbHOCTe, AoMmkHa ObiTh
BKJIOYEHA B NepeyeHb NnocreqoBaTenbHOCTEN C MPUCBOEHHBIM COBCTBEHHBIM MAEHTUGWMKALNOHHBIM
HOMEpPOM MoceaoBaTENbHOCTY.

36. lNMocnepoBaTenbHOCTb, KOTOpasi COAEPHUT Y4aCTKM cheuunanbHO onpederiéHHbIX OCTaTKOoB,
OTOENEHHbIX ogHOM unn 6onee obracTaAMK ¢ KOHMrypauuamm octaTtkos “n” unm “X’ (cMm. naparpadbl
15 1 27, COOTBETCTBEHHO), A€ PACKPbLITO TOYHOE YMcro “n” nm “X’ ocTaTKOB Ha KaXOaoMm ydacTke,
AorkHa ObiTb BKMKOYMEHa B MNepeyeHb MocrefoBaTeNlbHOCTEN Kak ofHa MNocreaoBaTenbHOCTb C

NPUCBOEHHbLIM CcOBCTBEHHbLIM M,EleHTM(*)VIKaLI,VIOHHbIM HOMEepPOM nocnenoBaTesibHOCTU.

37. lMocnepoBaTenbHOCTb, KOTOpas COOEPXWUT Y4acTKU cneuunanbHO onpedenéHHbIX OCTaTKOB,
OTOENEHHbIX OAHUM U 6onee nHTepBanamm HEM3BECTHBIX UMW HEPACKPbITbIX OCTATKOB, He AOrKHa
OblTb MNpegcTaBrneHa B nNepevHe nocnegoBaTeNnbHOCTEN Kak oTAefbHasi MnocrefoBaTernbHOCT b.
Kaxgbin y4acToK crneumnarnsHO ornpeferiéHHbIX OCTaTKoB, KOTOPbIM OXBadveH naparpadom 7, OOIKeH
ObITb BKMOYEH B MNepeyeHb MocrefoBaTenbHOCTEN B BuAe OTAENbHOM nocrnefoBaTeribHOCTU C
NMPUCBOEHHBIM COBCTBEHHBIM MOEHTUMMKALMOHHBIM HOMEPOM MOCIEA0BaTENBHOCTH.
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CTpyKkTypa nepeyHs nocnepoBatesnibHocTten B XML

38. Ha ocHoBaHun naparpada 6 Bblwe, dann nepedHsa nocnegosatenbHocten B XML B
COOTBETCTBUM C 3TMM CTaH4apTOM COCTOUT U3:

(&) yactTm obuwen MHopmaumKn, KoTopas CooepUT MHGOPMaUMIO O MaTeHTHOW 3asiBKe, K
KOTOPOM OTHOCUTCSA NepedeHb nocreaoBaTerbHOCTEN; U

(b) yacTm c gaHHbIMKM NOCNeaoBaTENbHOCTN, KOTOpPasa COAEPKAT OAMH U 6onee aneMeHToB
AaHHbIX MNOCIeAoBaTENbHOCTU, KaXdbli U3 KOTOPbIX, B CBOK oO4epedb, COLEPXUT
nHdpopmauuo 06 ogHoM NocnefoBaTenbHOCTY.

Mpumep nepeyvHst nocrnegoBaTenbHOCTEN NpeacTasneH B [NpunoxeHun 3.

39. lMepeyveHb nocnegoBaTenbHOCTEN AormkeH 6biTb nNpepctasneH B XML 1.0 ¢ ucnonb3oBaHveM
DTD, npeactaBneHHblx B [purnoxeHun 2 «OnpegeneHve Tuna [OOKYMeHTa ANS  NepeyvHs
nocnegoBaTernbHOCTENY.

(a) MepBas cTpoka XML danna gormkHa cogepxatb XML o6 bsiBneHume:

<?xml version=%1.0"” encoding=“UTF-8"7?>.

(b) Btopas cTtpoka XML dpanna p[ospkHa cogepkaTtb OObsABMeHWe Tuna [AOKyMeHTa
(DOCTYPE):

<!DOCTYPE ST26Sequencelisting PUBLIC “-//WIPO//DTD Sequence Listing 1.0//EN”
“ST26SequencelListing V1 0.dtd”>.

40. BeCcb 3MEKTPOHHbIN NepeyYeHb NOCNeaoBaTeNbHOCTEN OOIMKEH coaepXaTbCa B ogHOM dhaine.
dann pomkeH ObITb 3akoguMpoBaH C  mUcnonb3oBaHveM YHukoga UTF-8 co  cnepyoowwmMu
OrpaHN4YEHNAMMN:

a) MHdopmaums, cogepXkallasacs B anemeHTax ApplicantName, InventorName 1 InventionTitle
yactn obwen wuHdopmauun, mMoxeT OblTb cocTaBneHa w3 nbbix cumBonoB Unicode 3a
UCKINo4EeHEeM 3ape3epBnpoBaHHbIX CUMMBOJIOB, KOTOpPble OOJ1KHbI ObITb npeacTtaBlfieHbl  Kak
onpeneneHo B pasgene 41; u

b) nHdopmauusa, cogepxallaacs B ocTanbHbIX aneMeHTax YacTu obLen nHopmaumm n Bcex
afieMeHTax 4acTu C [aHHbIMKM nocrefoBaTeflbHOCTEN, YacTUYHO AofivkHa OblTb COCTaBneHa u3
neyaTHbIX cuMBOSIOB (BkNoYas npobensi) kogoBon Tabnmubl Unicode Basic Latin, 3a ucknovyeHnem
3ape3epBMPOBaHHbIX CMMBOSIOB, KOTOpble [OMMKHbI ObiTb NpeacTaBneHbl Kak onpedeneHo B
naparpacde 41, (T.e. orpaHnyeHa kogosbiMy Todkamm Unicode 0020, 0021, ¢ 0023 no 0026, ¢ 0028 no
003B, 003D, n ¢ 003F no 007E, cmoTpu lMpunoxeHne 4), N TONMbKO pa3peLLEHHbIMU CUMBOSaMU,
3apaHee onpegenéHHbIMU ArieMeHTaM1, OroBOpEeHHLIMU B naparpade 41.

41. B cny4yae nepeyHs nocriegoBatenbHocTern B XML, nepeyucrieHHble 3ape3epBUPOBaHHblEe
CUMBOSblI OOSMKHbI OblTb 3aMeHEeHbl COOTBETCTBYIOLLMMW, 3apaHee OnpeaeniéHHbIMU 3fieMeHTaMu,
Korga OHW UCMOMNb3YKTCH B 3HA4YEHUM MPpU3HaKa Unn cogepXaHumn anemMeHTa:
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3ape3epBUpoOBaHHbIe 3apaHee onpepfenéHHble
CUMBONbI 3MeMeHThI
< &lt;
> &gt
& &amp;
" &quot;
! &apos;

CmoTpwu pasgen 71 B Ka4ecTBe npumepa.

42. Bce ob6s3aTenbHble 3reMeHTbl A0MKHbI ObITh 3anonHeHbl (32 UCKIMIYEeHeM NpegyCMOTPEHHOIO B
pasgene 58 AN HamepeHHO NPOMyLUEeHHOW MocriefoBaTenbHOCcTM). HeobsasaTenbHble anemeHThl,
ANS KOTOPbIX HEQOCTYMNHO CoAepXaHue, He AOMxHbl NosBnsATbes B cnydae XML (3a UCKIoYeHnem
criyyaeB, nNpegycMOTpPeHHbIX B  naparpade 95, AOns  npegctaBneHus  yganeHuss B
nocnegoBaTenbHOCTM B Ka4eCcTBe 3HaYeHus KBanudmkaTopa “replace” («3ameHan)).

KopHesoli (ocHogHOU) anemeHm

43. B cooTBeTCTBUM C AaHHbIM CTaH4apTOM KOPHEBbIM ariemeHToM B XML SABNseTcs anemMeHT
ST26SequencelListing, UMeIOLLMIA CrieaytoLLme Npu3Haku:

MpusHak OnucaHue O6si3aTenbHo/Heo6s13aTensHO

Bepcua DTD, ucnonb3yemasa ang Ob6ssaTensHo
dtdVersion co3aanus aToro channa B hopmare

“V#_#’, Hanpumep. “V1_0".

dann ¢ HasBaHMEM NepeyHs Heobsi3aTtensHo
fileName nocnenoBaTensHOCTEN.

HasBaHne nporpaMMHoOro Heobs3aTenbHo
softwareName obecneyeHus, Co3naBLUErO 3TOT

doann.

Bepcusi nporpammHoro obecnevenns, | HeobsasarensHo
softwareVersion co3aaBLLUero 3ToT doann.

[aTa co3gaHua (pana nepeyHs Heobsi3aTtensHo
productionDate nocnegosarensHocTen (format

“CCYY-MM-DD").

44. CriegytoLupmii npuMmep UANOCTPUpPYeT KOpHEBOM 3neMeHT ST26Sequencelisting n ero npusHaku B
XML, cornacHo naparpada 43 BbiLLeE:

<8T26Sequencelisting dtdVersion="V1 0” fileName=“US1l 405455 SEQL.xml”
softwareName="SEQL-software-name” softwareVersion="1.0"
productionDate="2006-05-10">

{...}~
</ST26SequencelListing>
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*{...} OpencraejadgeT 4YacTb OOmWey MHOOPMaLMM M YaCThb JaHHEBEIX

I1oCcJyiegoBaTeJIbHOCTH,

Yacme obuwiel uHgpopmayuu

KOTOPBIE HE BKJIOUEHEl B BTOT IIPUMEDP .

45. OnemeHTbl YacTn obwen MHGOPMaUUM OTHOCATCHA K MHAQOPMauMM O MNaTEeHTHOM 3asiBKe WU

coaepxar creayroLume NoHATUS:

dnemMeHT

OnucaHue

Oo6bnas3atenbHo/
Heoba3aTenbHO

ApplicationIdentificat
ion

ApplicationIdentificat
ion cocrouT Us:

IPOfficeCode

ApplicationNumberText

FilingDate

NoeHTndmkaumna saasku, 4ns
KOTOpOW NpeacTaBreH nepevyeHb
nocregoBaTenbHOCTEN

Kon BegomcTBa nogadv B
cooTtBeTcTBUM co CTaHaapToM
BOWC ST.3

MaeHTndmkauns 3asBKkn, Kak
YCTaHOBIIEHO BE4OMCTBOM MOAauu
(Hanpumep, Homep 3asaBKu
PCT/IB2013/99999)

[ata nogayn naTeHTHOW 3asBKM,
ANs KOTOPOW NpeacTaBneH
nepeyveHb nocregoBaTenbHOCTEN
(WIPO ST.2 chopmat "CCYY-MM-
DD", ncnonbayetcs 4-3Ha4yHoe
0603HaveHne KaneHgapHoro roaa,
2-3Ha4yHOe KaneHgapHoro mecsiua
N 2-3Ha4yHoe OHSA B TedeHue
KaneHaapHoro mecsiLa, Hanpumep,
2015-01-31)

O6s3artenbHo, ecnv nepeyeHb
nocriegoBaTenbHOCTEN
npegocTaBreH B Nnioboe Bpems
nocrie NpUcBOEHNS HoMepa
3asIBKM

Obs3aTensbHo

Ob6g3aTenbHO

O6s3aTenbHo, ecnm nepeyeHb
nocnegoBaTenbHOCTEN
npegocTasneH B Noboe Bpems
nocre ycTaHOBIeHUs AaThbl
nogayu

ApplicantFileReferen
ce

OT1aenbHbIN YHUKanbHbI
naeHTndmKaTop, NPUCBOEHHbLIN
3aaBUTENIO ANA naeHTuduKauum
OTOEeNbHOM 3a8BKN, BBEAEHHbIN B
CUMBOfax, ornpeaesiéHHbIX B

naparpade 40 (b)

Obsi3aTensHo, ecrnv nepeyveHb
nocregoBaTenbHOCTEN
npegocTasneH B Noboe Bpems
00 NPUCBOEHUS HoOMepa
3as1BKW; B NPOTMBHOM Clly4ae
HeobsA3aTenbHO

ru/03-26-01

HaTa: ceHTs16pb 2017




WIPO

INTELLECTUAL PROPERTY

CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU

Crannaptel — ST.26

cTpanuna: 3.26.17

dnemMeHT

OnucaHue

Obsa3atenbHo/
HeobOsa3atenbLHO

EarliestPriorityApplica
tionIdentification

MpoeHTndmkaums Hanbonee
paHHEen NPUOPUTETHOWN 3asIBKU
(Takxe cogepxaluen
IPOfficeCode,
ApplicationNumberText WU
FilingDate, CMOTPU
ApplicationIdentification
BblLLE)

Obsg3aTenbHo, ecnm
ncnpawmBaeTcs NpuopuTeT

ApplicantName

Mmsi nepBoro ykasaHHoro
3aaBUTENS, BBEAEHHOE B
CUMBOSAxX, onpeaesiéHHbIX B
naparpacde 40 (a). [aHHbIn
3N1eMeHT BKIoyaeT
obsa3arenbHbIn aTpubyT
languageCode KakK onpenernieHo
B naparpade 47.

Obsga3aTenbHo

ApplicantNamelLatin

Ecrn ApplicantName BBeJEHO B
CUMBOJIAX UHbIX, YeM 3TO
onpegeneHo B naparpade 40 b),
nepeBoa Unu TpaHcMTepauuns
UMEHM NepPBOro yka3aHHOro
3aaBUTENSA JOSDKHbI ObITb Takxe
BBELEHbl B CUMBOSaXx,
onpenenéHHbix B naparpade 40
b)

O6s3arenbHo, ecnm
ApplicantName COOEPXUT
HenaTnHCKmne CMMBOIbl

InventorName

Mmsa nepBoro ykazaHHOro
n3obpetarens, BBEAEHHOE B
CMYMBOMax, onpeaenéHHbIX B

naparpacde 40 (a)

HeobsasaTtenbHo

InventorNamelLatin

Ecnmn InventorName BBEOEHO B
CUMBOSAX UHbIX, YEM 3TO
onpeaeneHo B naparpade 40 b),
nepeBoa Unu TpaHcMTepauus
MMEHW NepBOro ykasaHHOro
n3obpetarensa MoryT ObiTb TakXxe
BBEJEHbl B CMMBOSIAX,
onpenenéHHblx B naparpade 40
b)

Heobs3aTensHo
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dnemeHT OnucaHue Oba3atenbHo/
HeoOa3atenbHO
InventionTitle HasBaHune nsobpeteHud, Obs3aTenbHO Ha A3blke nogadu.

BBEAEHHOE B CUMBOJIAXx,
onpenenéHHblx B naparpade 40
(a) Ha si3bIke nogaun. MNMepesop
Ha3BaHusl n3obpeTeHns Ha
OONOSNHUTENbHbIE A3bIKU MOXET
6bITb BBEAEH B CUMBOSaX,
onpeaenéHHblx B naparpade 40
(a) ucnonb3yst AONONHUTENbHbIN
ANIEMEHT InventionTitle.
[aHHbIN aNemMeHT BKNovaeT
oba3arenbHbIN NpU3HaK
languageCode, KaK yKa3aHO B
naparpace 48.
MpepnoyTuTensHo, Ha3BaHve
N300 pETEHUSI COAEPXUT OT ABYX
[0 CeMu CIioB.

HeobsasaTtenbHo ans
JOMONHUTENBbHBIX A3bIKOB.

SequenceTotalQuantity

OO0Lee KonNMYecTBo BCEX
nocnegoBarternbHOCTEN B
nepeyvHe, B TOM ymcrne
HaMepeHHO NPONYLLUEHHbIE
nocrnenoBaTenbHOCTU (Takxe
N3BECTHbIE KaK NyCcTble
nocrnegoBarenbHoCTH) (CM.
naparpac 10).

Ob6g3aTenbHO

46. Criegylowpe NpuUMepbl UNIOCTPUPYIOT NpeAcTaBneHne YacTu obLueit HdopMauum o nepedHe
nocrefoBaTenbHOCTEN, CornacHo pasaeny 45 Bbilwe:

Mpumep 1: nepeyeHb NocrneaoBaTensHOCTEN, NMPeAcTaBNEHHbIA 40 WAeHTMdMKaUUN 3asiBKN 1 AaTbl

nogayu

<?xml version=%“1.0" encoding=“UTF-8"7?>
<!DOCTYPE ST26Sequencelisting PUBLIC “-//WIPO//DTD Sequence Listing
1.0//EN” “ST26Sequencelisting V1 0.dtd”>
<ST26Sequencelisting dtdVersion="V1 0” fileName=“"Invention SEQL.xml”
softwareName="SEQL-software—-name” softwareVersion="1.0" N
productionDate="2015-05-10">
<ApplicantFileReference>ABl23</ApplicantFileReference>
<EarliestPriorityApplicationIdentification>
<IPOfficeCode>IB</IPOfficeCode>
<ApplicationNumberText>PCT/IB2013/099999</ApplicationNumberText>
<FilingDate>2014-07-10</FilingDate>
</EBarliestPriorityApplicationIdentification>

<ApplicantName languageCode=“en”>GENOS Co.,

Inc.</ApplicantName>

<InventorName languageCode=“en”>Keiko Nakamura</InventorName>
<InventionTitle languageCode="“en”>SIGNAL RECOGNITION PARTICLE RNA AND
PROTEINS</InventionTitle>
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<SequenceTotalQuantity>9</SequenceTotalQuantity>

<SequenceData sequenceIDNumber=“1"> {...}* </SequenceData>
<SequenceData sequenceIDNumber=“2"> {...} </SequenceData>
<SequenceData sequencelIDNumber=%“3"> {...} </SequenceData>
<SequenceData sequencelIDNumber=%“4"> {...} </SequenceData>
<SequenceData sequencelIDNumber=%“5"> {...} </SequenceData>
<SequenceData sequencelIDNumber=%“6"> {...} </SequenceData>
<SequenceData sequenceIDNumber=%“7"> {...} </SequenceData>
<SequenceData sequenceIDNumber=%“8"> {...} </SequenceData>
<SequenceData sequenceIDNumber=“9”> {...} </SequenceData>

</ST26SequencelListing>

*{...} ODpencrasjigeT pPeJIEBAHTHYK MHOOPMALMI OJII KaXIOM IOCJIEeOOBATEeJIbLHOCTH,

KOTOpas He BKJIOUEHAa B IOAaHHBM [IPUMED.

Mpymep 2: nepedeHb nocrnegoBaTenbHOCTEN, NpeaCcTaBreHHbIV NOCIe naeHTUMUKaLnm 3asBkn 1

AaTtbl nogayun

<?xml version="1.0" encoding=“UTF-8"7>

<!DOCTYPE ST26Sequencelisting PUBLIC “-//WIPO//DTID Sequence Listing

1.0//EN” “ST26Sequencelisting V1 0.dtd”>

<ST26SequencelListing dtdVersion=%1 0” fileName=“Invention SEQL.xml”

softwareName=“"SEQL-software—-name” softwareVersion=%“1.0"

productionDate="2015-05-10">
<ApplicationIdentification>
<IPOfficeCode>US</IPOfficeCode>

<ApplicationNumberText>14/999,999</ApplicationNumberText>
<FilingDate>2015-01-05</FilingDate>

</BApplicationIdentification>

<ApplicantFileReference>ABl23</ApplicantFileReference>

<EarliestPriorityApplicationIdentification>
<IPOfficeCode>IB</IPOfficeCode>
<ApplicationNumberText>PCT/IB2014/099999</ApplicationNumberText>

<FilingDate>2014-07-10</FilingDate>

</EarliestPriorityApplicationIdentification>

<ApplicantName languageCode=%“en”>GENOS Co.,

Inc.</ApplicantName>

<InventorName languageCode=“en”>Keiko Nakamura</InventorName>

<InventionTitle languageCode=%“en”>SIGNAL RECOGNITION PARTICLE RNA AND
PROTEINS</InventionTitle>

<SequenceTotalQuantity>9</SequenceTotalQuantity>

<SequenceData sequenceIDNumber=%“1"> {...}* </SequenceData>
<SequenceData sequenceIDNumber=“2"> {...} </SequenceData>
<SequenceData sequenceIDNumber=“3"> {...} </SequenceData>
<SequenceData sequencelIDNumber=%“4"> {...} </SequenceData>
<SequenceData sequencelDNumber=“5”> {...} </SequenceData>
<SequenceData sequencelIDNumber=%“6"> {...} </SequenceData>
<SequenceData sequenceIDNumber=%“7"> {...} </SequenceData>
<SequenceData sequenceIDNumber=%“8"> {...} </SequenceData>
<SequenceData sequenceIDNumber=“9"”> {...} </SequenceData>

</ST26SequencelListing>

*{...} ODpencrapidgeT pPeJIEBAaHTHYI MHOOPMaALMIO OJIS KaXIOM INOCJIedOBAaTEJIbHOCTH,

KOTOpas He BKJIOUEHAa B IOAaHHBM [IPUMEDP.
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47. HasBaHve 3asButens u, HeobasatenbHo, uMMSA u3obpeTtaTens AOMkHbl ObiTb yKa3aHbl B
anemeHtax ApplicantName WM InventorName, COOTBETCTBEHHO, TaKk Kak OHW B OCHOBHOM
NPUBOAATCA Ha S3blKe, Ha KOTOPOM ModaHa 3asBka. [ns Kaxgoro anemeHTa AormkeH ObiTb ykasaH
COOTBETCTBYIOLLMIA SA3LIKOBOW KOA4 (CM. OTCbINKY B naparpadge 9 k ISO 639-1:2002) B napameTpe
languageCode. Korga ykasaHwe HasBaHus 3asiBUTENS COOEPXUT CUMBOMbI WHblE, YeM 3TO
onpeaerneHo B naparpade 40 (b), TpaHcMTepauuns unmn nepeBo Ha3BaHWA 3asBUTENS AOMkHbI BbITb
TakXe ykasaHbl B CUMMBOSiax faTMHCKOro andasuta B aneMeHTe ApplicantNameLatin. Korga
yKazaHue umMeHu nsobpetaTtens coaepXmuT CUMBOSbI, OTNIMYHbIE OT CUMBOJSIOB JTATUHCKOrO andasunTa,
TpaHCnMTEepauua unv nepeBos UMeHW usobpetatend MOryT ObiTb TakXe yKasaHbl B CUMBOSAX
naTUHCKOro andaenTta B aneMeHTe InventorNamelLatin.

48. HazBaHue nsobpeteHns AomkHO BbITb YKa3aHo B anieMeHTe InventionTitle Ha s3blKe Nogaun
N MOXeT BbITb TakXe yKa3aHO Ha OpYrux s3blKax, UCMonb3ysa AN9 3TOro aNeMeHTbl InventionTitle
(cm. Tabrmuy B naparpadge 45). CooTBETCTBYIOLLMIA A3bIKOBOW KOA (CM. OTCbINKY B naparpadge 9 k
ISO 639-1:2002) gorkeH 6bITb Yka3aH B napameTpe 1languageCode 3fieMEHTa.

49. Crnepyroumi npumep UnmioCcTpupyeT NpeacTaBieHne MMEHN U Ha3BaHUsi 306 peTeHnst CornacHo
pasgenam 47 v 48 BbiLLE:

Mpumep: HaseaHue 3asButens n umsa msobpetarens Kaxaoe npeactaBreHo B OykBax AMNOHCKOMo U
naTuUHCKOro andasuTa, W Ha3BaHWe Wu30bpeTeHns, npeacTaBneHHoe B OykBax SINOHCKOrO,
aHMmnIcKoro 1 dopaHLy3ckoro andasuta

<ApplicantName languageCode="7ja">HFHREA S </ApplicantName>
<ApplicantNameLatin>Shutsugan Pharmaceuticals Kabushiki
Kaisha</ApplicantNameLatin>

<InventorName languageCode ="ja">fFi KEf</InventorName>
<InventorNameLatin>Taro Tokkyo</InventorNameLatin>

<InventionTitle languageCode="ja"> efg X> R/ % 31— N$ 2~V R abcd-1 BET
</InventionTitle>

<InventionTitle languageCode="en"> Mus musculus abcd-1 gene for efg protein
</InventionTitle>

<InventionTitle languageCode="fr"> Geéne abcd-1 de Mus musculus pour
protéine efg </InventionTitle>

Yacmb ¢ OaHHbIMU riocriedoeamerisHocmu

50. YacTb € gaHHbIMK MoclefoBaTeribHOCTM AOMMKHa COCTOSATb M3 OO4HOro Unu 6onee 3nemMeHToB
SequenceData, KaXabli 3NIeMeHT coaepXuT MHdopMaL Mo 06 oaHON NocneaoBaTenbHOCTM.

51. Kaxxgbin 3neMeHT SequenceData OOIPKEH UMETb 00A3aTenbHbIN NPU3HAK sequenceIDNumber,
B KOTOPOM COAEPXUTCH WAEHTUMMKALMOHHBIM HoMmep (cMm. naparpad 10) Ana  kKaxagou
nocnegosarensHocTu. Hanpumep:

<SequenceData sequenceIDNumber=“1">

52. OnemeHT SequenceData COOEPXWT 3aBUCUMbINA 3NEMEHT INSDSeq, KOTOpbI B CBOW odepedb
coOepXuUT CreayoLme 3aBUCUMbIE SNIEMEHTbI:
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Oo6aszarenbHo/He Bkno4eHO
dnemeHT OnucaHue HamepeHHo
NMocnepoBatenbHOC nponyleHHbIe
™ nocnenoBaTeNIbHOCTM

INSDSeq length OnmHa ObsasaTtensHO Obs3aTtensHo 6e3 3Ha4yeHus

nocnegoBaTesibHOCTU
INSDSeqg moltype Tvn mMosieky bl ObsasaTtenbHO Obs3aTtensHO 6e3 3Ha4YeHus
INSDSeq division | YkasaHue, 4yto ObszaTensHO co Obs3aTtensHo 6e3 3Ha4yeHus

nocnegoBaTeribHOC Tb 3HayeHuem "PAT"

OTHOCUTCS K MATEHTHON

3asBKe
INSDSeq feature- | CnMcok aHHOTaUUM ObsizaTenbHO He nomkHbl ObiTb BKMHOYEHbI
table nocnegoBaTesibHOCTEN
INSDSeq sequence | lNocnegoBaTenbHOCTb ObsizaTensHO Ob6sizaTenbHO CO 3HaYEeHnem

“000”

53. OnemeHT INSDSeq length OOJDKEH NOKasdbiBaTb YNCSIO HYKNEoTnaoB Ui aMUHOKUCTIOT
nocneuosaTeanOCTM,conepxaupﬁcn|33nemeHTe INSDSeq_sequence.HaHpMMepZ

<INSDSeq length>8</INSDSeq length>

54. OnemMeHT INSDSeq moltype AOMMKEH MOKa3blBaTb TUM MOMEKYrbI, KOTopasa Obina npeacTtasnexa.
[na HykneoTuaHbIX NocnefoBaTeNbHOCTEN, BKIKOYAs NocnegoBaTelbHOCTU aHaroroB HyKrneoTuaos,
TMN  MOSMeKynbl JOfkeH OblTb  ykazaH kak [OHK wm  PHK. [Ona  aMUMHOKMCIIOTHbIX
nocrnefoBaTenbHOCTEN TUN MONeKy bl AOMKeH BbITb yKkasaH kak AA. ([aHHbI arieMeHT OTNIMYeH OT
KBanMdmkaTopoB “mol_type” n “MOL_TYPE”, paCCMOTPEHHbIX B naparpadgax 55 n 84). Hanpuwmep:

<INSDSeq moltype>AA</INSDSeq moltype>

55. B Tex cnyyasix, korga HykneoTuaHas nocrnegoBaTeNnibHOCTb coaepxuT Kak dparmeHT OHK, Tak n
dparmeHT PHK, 3HayeHnem Ans INSDSeq moltype AomkeH 6biTb “AHK.”. KombBuHupoBaHHas
monekyna OHK / PHK pomkHa ObiTb ganee onucaHa B Tabnvue XapakTEpUCTMK C MOMOLLbHO
dyHKUMOHaNbLHOro Krtoya “source” n obssatenbHOro keanmdumkatopa “organism” cO 3HayYeHnem
“synthetic construct” n obssarenbHoro kBanudukatopa “‘mol_type” co 3Hayenvem “other OHK “
Kaxgbin OHK n PHK dparmeHT komGuHupoBanHonm [OHK/PHK monekynbl pormkeH ObiTb B
JanbHenwem onmcaH ¢ dyHKUMOHaNbHbIM KtodoM “misc_feature” n kBanudumkaTtopom “note”,
KOTOpbIN yKa3biBaeT, asnsetca mm pparmeHTt AHK nnn PHK.

56. Cnegytoumin npuMep WNMIOCTPUPYET ONWCaHWE  HYKMeOoTMAHOW nocregoBaTenbHOCTH,
cogepxatuen pparmeHtsl n JHK n PHK., cornacHo naparpady 55 BbiLue.

<INSDSeqg>

<INSDSeqg length>120</INSDSeq length>

<INSDSeqg moltype>DNA</INSDSeq moltype>

<INSDSeq division>PAT</INSDSeq division>

<INSDSeq_ feature-table>

<INSDFeature>
<INSDFeature key>source</INSDFeature key>
<INSDFeature location>1..120</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
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<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier value>synthetic construct</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>mol type</INSDQualifier name>
<INSDQualifier value>other DNA</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>misc feature</INSDFeature key>
<INSDFeature location>1..60</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>DNA fragment</INSDQualifier_value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>misc feature</INSDFeature key>
<INSDFeature location>61..120</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier value>RNA fragment</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq feature-table>
<INSDSeq sequence>
cgacccacgcgtccgaggaaccaaccatcacgtttgaggacttcgtgaaggaattggataatacccgtccctacca
aaatggcgagcgccgactcattgctcecctecgtaccgtcgageggce
</INSDSeq sequence>
</INSDSeqg>

57. QrnemeHT INSDSeq sequence  [JOIDKEH packpbIBaTh nocrnegoBartenbHocTb. B

nocrnefoBaTenbHOCTb AOMMKHbI OblTb BKIMHOYEHbI TOMBKO COOTBETCTBYIOLME CUMBOSbI, YKasdaHHble B
Mpunoxennn 1 (cm. Mnaea 1, Tabnuua 1 u Maea 3, Tabnmua 3). MNocnegoBaTenbHOCTb HE JOMKHA
BKIOYATb LMAPbI, 3HAKKM NpenuHaHna nnm npoberno.

58. HamepeHHO nponyLlleHHbIe MNocnenoBaTeENbHOCTM OOMKHbI ObiTb BKIOYEHbI B NepeveHb
nocrnefoBaTenbHOCTEN U NpeacTaBneHbl CrieayowymmMm obpas3om:

a) AJIEMEHT SequencebData W €ro MNpPU3HaK sequenceIDNumber C VI,EI,eHTI/IdJMKaLI,I/IOHHbIM
HOMEpPOM nocrefoBaTeNbHOCTM AN NPONYyLEHHOW NocrefoBaTelbHOCTM B KayecTBe €ro
3Ha4YeHud,;

b) anemeHTbl INSDSeqg length, INSDSeq moltype, INSDSeq division NpeAcTaBrieHbl, HO 6e3
3HayeHus;

C) 9NIeMEHT INSDSeq feature-table HE JOIKEH OblTb BKIMOYEH, 1
d) amemeHT INSDSeq sequence C Lenodkon "000" B ka4yecTBe 3HaYEHus.

59. CnegytoLmii NpUMep UITCTPUPYET NpeacTaBrieHne HaMepeHHO NPOnyLLE HHOW
nocriefoBaTenbHOCTU, CornacHo naparpady 58 Bbille:
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<SequenceData sequenceIDNumber=%“3">
<INSDSeqg>
<INSDSeqg length/>
<INSDSeq moltype/>
<INSDSeq division/>
<INSDSeq sequence>000</INSDSeq sequence>
</INSDSeqg>
</SequenceData>

Tabnuya xapakmepucmuk

60. Tabnmua xapakTepucTUK COOEPHMT MHAOPMALMIO O MECTe W PonM pasfn4dHbIX obnacTten
onpegenéHHon nocrnegoBaTenbHOCTU.  Tabnuua XapakTepucTuk Heobxoauma AnNs  Kawaoon
nocnenoBaTenbHOCTK, 3a UCKMIOYEHNEM NMOOON HamMepeHHO MPOoMYLUEHHON NOocneoBaTenbHOCTH, B
3TOM Cilydae OHa He npuBoAUTCA. Tabnmua XxapakTepucTUK COOEepHUTCS B  3NiEMEHTEe
INSDSeq feature-table, KOTOPbIN BKIOMAET OOAUH UK Boree 3feMeHToOB INSDFeature.

61. Kaxabli 3N1eMeHT INSDFeature OMUCbIBAET OOMH NPU3HAK U COOAEPXKUT creayloume 3aBUCHUMble
3MNeMEeHThI:

AnemMeHT OnucaHue O6s3atensHo/Heobsi3aTenbHO
INSDFeature key Cnoso nnu abbpesunaTtypa, ObsasaTtenbHo
yKasblBaoL ne NpusHak
INSDFeature location YuacTok ObsasaTtenbHO
nocnegoBaTesibHOCTH,
COOTBETCTBYHOLL U NPU3HAKY
INSDFeature quals KeanudukaTop, cogepxatyum Obsa3aTensHO, rae
BCMOMOraTersibHY0 PYHKLMOHATbHbBIN KIHoY
MHopMaLMIO O NpU3HaKe TpebyeT ogHoro nnm Gonee
kBanudukaTopoB, Hanpumep
UCTOYHVK;
B MPOTUBHOM CIlyyae
Heobs3aTeNbHO

@yHKUYUOHaIbHbIE KITIoYU

62. lMpunoxeHne 1 cooepxUT eauHbIA NepeyvyeHb (YHKUMOHAMNbHbLIX KIYeRn, KOTopble AOMMKHbI
ncnonb3oBaTbCA B COOTBETCTBUM C AaHHbiM CTaHOapTOM, COBMECTHO C €AMHbIM MNepeyHem
COOTBETCTBYIOLLMX KBanM(mKaTtopoB W yKasaHWeM, OTHOCUTCHA 5 [daHHbIN KBanudmkaTop K
obssaTtenbHbiM UMM HeobsAsaTenbHbIM.  EQVHBING  nepeyeHb  yHKUMOHAmbHbIX  KioYen Ons
HYKNeoTuaHbIX nocrnegoBaTencHocTen onpegenéd B [nase 5 [punoxenna 1, a gns
aMUWHOKMCIIOTHbIX NocregoBaTtensHocTen — B [Nase 7 Mpunoxexus 1.

()6ﬂ3annﬂkﬁﬂﬂe(pyHKuUOHaﬂbeEHGWOqU

63. OyHKUMOHanbHbLIN KMoy “source” saBnseTcss obdAsaTenbHbiM - AN BCEX  HYKNEOTUAHbIX
nocnegoBartensHocTeN, a yHKumMoHanbHbIn kntod “SOURCE” siBnsieTca obsA3aTtenbHbiM AN BCEX
aMUHOKUCIIOTHBIX NocreaoBaTernlbHOCTEN, 3@ WCKIMOYEeHWeM JtobblX HaMepeHHO MpOonyLLEeHHbIX
nocrieqoBaTeNibHOCTEN. Kaxpnasa nocnegoBaTenbHOCTb JOrkHa UMETb €dWNHCTBEHHbIN
dyHKLMOHanbHbIM Koy “source” unn “SOURCE”, oxBaTbiBaloLLyA BCO nocnegoBaTenbHocTh. Koraa
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nocnenoBaTenbHOCTb 00pa3yeTcss M3 HECKONMbKUX MCTOYHWKOB, LAaHHble WUCTOMHWMKM MOryT ObiTb B
AarnbHenweM onucaHbl B Tabnuue XapakTepucTUK C  MOMOLWbI0  (PYHKLMOHAMbLHOrO — Knoya
‘misc_feature” wn kBanmdwmkatopa “‘note” AnNA  HyKNeoTuAHbIX  NOCrefoBaTeribHOCTEN U
dyHKunoHanbHoro  kmoya  “‘REGION”  un  kBammdwmkatopa “NOTE” gnga  aMUHOKMCIIOTHBIX
nocnenoBartesibHOCTEN.

MecmonionoxeHue ripusHaka

64. Ob6sasatenbHbIi aneMeHT INSDFeature location [OMMKeH cCoaepxaTtb, MO KpanHenm Mmepe,
OOHO OnucaHme MECTOMOJIOXEHMWSI, KOTOPOe oOnpeaensieT MecTO MM y4acTOK, COOTBETCTBYHOLLMN
MpM3HaKy nocrnefoBaTenbHOCTU B arieMeHTe INSDSeq sequence, U MOXET cogepXaTb OAMH Unu
6ornee onepaTop(oB) MECTOMNONOXEHUA (CM. naparpadbl 67-70).

65. OnucaHneM MecTononoXeHnss MoXeT ObiTb HOMEP e4MHUYHOro OCTaTka, MecTo Mexay HoMmepamu
ABYX COCE[HMX OCTaTKOB, y4aCTOK OrpaHUYeHHbIN ANana3oHOM CMEXHbLIX OCTaTKoB, UMW MECTO, U
y4aCTOK, KOTOPbIN OKa3blBaeTcs 3a npegenamMmun onpefengéHHoro octatka unn auanasoHa OCTaTKOB.
MoBTOpsitOLMECS OMUCAHUA MECTOMOSIOXKEHNA MOryT ObiTb UCMOMb30BaHbl B COEAUHEHUM C
onepaTopoM MeCTOMNOSOXEHWS, Korda NpU3HaKy COOTBETCTBYIOT AUCKPETHble MecTa unn obriacTu
nocnegosarternbHocTM (cMoTpu naparpadbl 67-70). OnucaHue MeCTOMONOXEeHUss B 3NeMeHTe
INSDSeq sequence He OOJDKHO BKIno4aTb HymMmepaLluo OCTaTKOB 3a npegenamum
nocrenoBarerilbHOCTM.

66. CMHTaKCcuC AN Kaxagoro Tvna onmMcaHus MeCcTOMONoXeHUs YKa3aH B Ta6r||/|u,e HUXe, rjpe X n'y
ABNAKTCA HOMEpPaMM OCTAaTKOB, YKa3aHHbIX KakK HeoTpulaTelbHble Uerble 4Ynucna, He Oonblue, yem
AJMHa nocrieqoBaTeribHOCTU B 3JIEMEHTEe INSDSeq sequence, a X MéHbLUE, HeM Y.

Tun geckpuntopa CuHTakcuc OnucaHue

Me CTOMNOJTOXEeHus
Homep eanHmnyHoro X YKasbiBaeT Ha eAUHNYHbIN OCTaTOK B NOCMNeaoBaTENbHOCTU
ocTaTka
Homepa ocTtaTtkos, X..y YKasblBaeT Ha orpaHNYeHHbIN HeNnpepbIBHbIN AnanasoH
OorpaHN4Y€EHHbIX OCTaTKOB, BKIHOYas CTApPTOBbIN N KOHEYHbIN OCTaTKW.
Jnana3oHoM
nocnegoBaTenbHOCTU
OcraTtku nepeq <x Yka3blBaeT Ha 06nacTb, BKIOYAIOLY0 onpegenéHHbIN
nepBbIM UK nocrie >x OCTaTOK WM [[uana3oH OCTaTKOB W onpenesiéHHbIn
nocnegHero <X..y OCTaTOoK, BbIXOOALMA 3a paMKku arMana3oHa. CumBonbl '<' n
onpenenéHHoro X..>y '>' MOryT GbITb UCNOMb30BaHbI C €ANHUYHBIM OCTaTKOM U
HOoMepa ocTaTtka ANA yKasaHWsi BO3MOXHOrO BbIxoda M3 guanasoHa Homepa

onpeaenéHHoro octaTtka.

MecTo mMexay X"y YKasblBaeT Ha MecTo mMexay AByMA CMEeXHbIMU OCTaTKaMu,
HOMepaMn ABYX Harnpumep MeCcTO pas3fioxXeHna J3SHOOHYKIea3bl, HOoMepa
CMEXHbIX OCTAaTKOB NO3ULMA AN CMEXHbIX OCTaTKOB, OTAENEHHbIX KapaTtom

(M. OonyctumbiMn popmMaTamu Ans 3TOro geckpunropa
anaTca X+1  (Hanpumep  5556), wmm, Agnq
LMKIn4eckmx Hykneotngos x™M, rae "X" 910 nonHasa gnvHa
Morekynbl, To ectb 1000M Ang UMKIMYECKON MONEKy bl C
anvndon 1000.
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CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
WIPO B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU

INTELLECTUAL PROPERTY

Cranpaptel — ST.26 cTpanuua: 3.26.25

67. OnepaTop MEeCTOMNONIOKEeHUsI SABNAETCSH NPedMKCOM A1 O4HOro ONMCaHUSi MECTOMONOXKEHMS U
KOMOMHaLMN [OEeCKPUNTOPOB MECTOMONOXEHNS, COOTBETCTBYIOLLMX OOHOMY, HO XapaKTepHOMY
npusHaKy, W onpegensieT MeCTOMNOSOXeHNe COOTBETCTBYIOLLErO MNpu3Haka B  YyKa3aHHOM
nocrefoBaTeNnlbHOCTM UM Kak MOCTPOoeH npu3Hak. lNepeyeHb onepaTopoB MECTOMOSIOKEHMS C UX
onpeaeneHnsMmn NpUBoOAUTCS HIKE.

a) OnepaTop MECTONONOXEHWUS ANS HYKIIEOTUA0B M aMUHOKUCIIOT

CuHTaKcuyeckasa CTpykTypa OnucaHue mecTononoOXeHwus
Me CTONOJI0Xe HusI
Ykasatenn MectononoxeHnin oo beguHeHbI
join(location, location, ... (ckBO3HOE pasmelleHmne), YTobbI
location) cchopMupoBaTh HENPEPbLIBHYHO
nocneaoBaTenbHOCTh.

OreMeHTbl HaxXOA4ATCA B ONpeaenéHHOM
Nopsiike, HO HUYTO He NpearnonaraeT
LenecoobpasHOCTU UX COEAVNHEHNS.

order (location, location,
location)

b) OnepaTtop MecTononoXeHust TONbKO ANS HYKNEOTMAOB:

CuHTaKcuyeckasa CTpykTypa OnucaHue MeCTononoXeHus
Me CTONONoXeHust
complement (location) YKasbIiBaeT, YUTO NPU3HaK PacrosioKeH B

AOMNOMHUTENBHOM Lienu grManasoHa
nocrneaoBaTenbHOCTU, onpeaeniéHHoro
yKasaTterniemMm MeCTOMNOSIOXeHUs, Koraa
cuuTbiBaeTCA B 5’ - 3’.HanpaBneHu unm B
HanpaeneHnun, KoTopoe mmMTupyet 5 '- 3'
HanpasfeHne.

68. CoeavHeHre 1 NOpPSOOK PacrosioKeHUs OrnepaTopoB MEeCTOMNOMoXeHUsa TpebytoT, 4Tobbl Oblnn
npeacTaBrieHbl, NO KpavHen Mepe, ABe 3ansTble, pasfensiowpme AeCKpUnTOpbl MECTOMONOKEHMS.
[eckpunTopbl MECTOMNOMOXEH S BKIOYAIOTCA MexXay ABYMS COCEAHUMM OocTaTKamu, Hanpumep X7y, u
He AOMKHbl MCMONb30BaTbCS B COEAVHEHUM UMW yKa3aHUK nopsgka pacnonoxeHus. Vicnonb3osaHue
onepaTopoB  COEAMHEHWs  npegnonaraer, YTO OCTaTkW, OMUCbIBaeMble  AeCcKpUnTopamu
MECTOMOSIOXEHNS, (PM3NYECKN KOHTaKTUPYOT B OMOMOrMyeckux npoueccax (Hanpumep, 3SK3OHb,
CMocoOCTBYIOLLME KOOMPYIOLLMM CBONCTBaM yyacTKa)

69. OnepaTtop MmecTononoxeHus “complement” MOXeT GbiTb UCNONb30BaH TONMbKO ANS HYKNeoTUO0B.
“Complement” moxeT 6bITb MCNOMb30BaH B coyveTaHum nmbo ¢ “join”, nmbo ¢ “order” B 0o4HOM 1 TOM
e mecte. CodveTtaHus “join” 1 “order” B 04HOM U TOM Xe MeCTe He [0MyCcKaeTCs.

70. Cnegyowme npuMepbl UAMKOCTPUPYIOT MECTOMONOXEHME NPU3HaKOB COrMacHo naparpadam 64 —
69 BblILLE:

a) MecTononoxeHue Anst HyKNeoTuaoB U aMUHOKUCTIOT !
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CMPABOYHUK MO NMH®OPMALIMM N AOKYMEHTALIUK

WIPO B OGJTACTU MPOMBbILUNEHHOW COECTBEHHOCTH
Crangaptel — ST.26 cTpanuna: 3.26.26
Mpumep OnucaHue
MeCTOMNOoMoXeHus
467 YKasbiBaeT Ha ocTaTok 467 B nocrieqoBaTesNlbHOCTH.
1237124 YKasblBaeT Ha NO3uLMI0 Mexay ocTaTkammn 123 n 124,
340..565 YKasblBaeT Ha OrpaHW4YeHHbI HENpPepbIiBHbIA - OManasoH

ocTaTkoB, ocTtaTky 340 n 565.

<1 YKasblBaeT Ha Npu3HaK MECTOMOSIOKEHUS nepen nepBbiM
OCTaTKOM.
<345..500 YKasblBaeT Ha TO, YTO TOYHbIN HWKHUM npefen npusHaka

Hem3BecTeH. Pa3smelleHne HaunHaeTcs C  HeKOTOpOoro
octatka, npegwecTteyowero 345 u npogosrkaeTca 4o
octaTtka 500 BKMOUYMTENBHO.

<1..888 YKasblBaeT Ha TO, YTO MpPU3HaK HayMHaeTCcs nepen NepBbiM
OCTaTKOM MOCIeqoBaTeNbHOCTM U NPOAOIMKAETCH A0 ocTaTka
888 BKkOUUTENBHO.

1..>888 YKasbiBaeT Ha TO, YTO MpM3HAK Ha4YMHaeTca C nepBoro
ocTatka nocrnegoBaTenbHOCTM U MNPOAOIDKaeTcs  3a
npegenamu octaTka 888.

join(12..78,134..2 | YkasbiBaeT Ha To, 4To obnactn c12 no 78 u ¢ 134 no 202
02) OOKHbI  ObiITb  OB6beanHeHbl B OOHY  HEMpPepbiBHYHO
nocnenoBaTenbHOCTb.

b) MecTononoxeHne TONbKO A4S HYKNeoTMUAOB:

Mpumep mecTononoXxeHus OnucaHue

complement (34..126) HaunHaeTcs ¢ HykneoTuga, KomnremMeHTapHoro 126
OCHOBaHMIO, W 3aKaHYMBaeTCA Ha Hykneotuae,
KOMMsieMeHTapHOM HykneoTtuay 34 (npusHak HaxoguTcs
Ha Lenu, KoMnieMeHTapHOW NpeacTaBieHHON).
complement (join (2691.. | NocnegoBaTenbHOCTb HyKneotTMaoB ¢ 2691 no 4571 n
4571,4918..5163)) c 4918 no 5163, «koTOopas KOMMMeMeHTapHa
06beavHEHHbIM cerMeHTam (MpU3HaK HaxoauTcs Ha
Lenu, KOMMremMeHTapHoOM NpeacTaBneHHON)

join (complement (4918.. | O6beanHeHue c 4918 no 5163 n ¢ 2691 no 4571

5163) ,complement (2691. | OCHOBaHMIN KOMMSEMEHTAPHbIX Lenen (Npu3Hak

.4571)) HaxXO4UTCA Ha Lienu, KOMMNieMeHTapHON
npeacTaBriEHHON)

71. B nepeyHe nocnegosatenbHocTen XML cumBonbl “<” 1 “>” B AecKpunTope MeCTOMNOSIOXKEH NS
OOSDKHbI ObITb 3aMEHEHbI 3apaHee onpeaenéHHbIMU aneMeHTamm (cM. naparpad 41). Hanpumep:
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CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
WIPO B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU

INTELLECTUAL PROPERTY

Crangaptel — ST.26 ctpanuna: 3.26.27

Feature location "<1":
<INSDFeature location>&lt;1</INSDFeature location>

Feature location "1..>888":
<INSDFeature location>1l..&gt;888</INSDFeature location>

Keanugukamopel rpusHaka

72. KBanudukaTopbl UCMOMb3YyTCS AN NonyYeHust MHcopmaumm o npusHakax B AOMNONHEHNEe K TON,
KoTopas OaéTcs yepe3 DyHKLMOHAsbHBLIA KIY U MecTOonorioXeHne npusHaka. EcTb Tpu Tmna
dopmaToB  OnsS  nNpeacTaBneHuMst  pasfiMYHbIX  TUMOB  MHGOpMauuM,  NpeaocTaBnsieMblX
KBanudmkaTopammn, a UMeHHO:

a) cBob6oaHbIN TEKCT (CMOTpY Nnaparpadbl 85 - 86);
b) KOHTpOMpyemas nekcuka nnm YUCoBble 3HaYeHNs1 (HanpumMep, HoMep Un gata); u
C) nocnepoBaTenbHOCTMU.

73. B 'naBe 6 lNMpunoxeHua 1 npegcraBneH eguHbIn NepedeHb KBanmdmkaTopoB C onpeaenéHHbIMm
3Ha4yeHAMKN popmaToB, 1 ecnn nmeeTcs, PYHKLUMOHaNbHbLIM KIMOYOM A9 Ka)Xaoro Hykneotuaa v B
rmaBe 8 coOepHUTCA €OWHbIN NnepeveHb KBanmMdMKaTtopoB [AfA  KaXgoro amMWHOKWUCIIOTHOrO
Oy HKLMOHANbHOrO Krioya.

74. JTrobasa nocnegosaTeslbHOCTb, OXBAYE€HHas naparpadom 7, KoTopas npefcTaBfieHa Kak 3HadeHve
KBanmdmkartopa, AormkHa 6bITb BKIOYEHA B BUAE OTAEMNbHOM NOCneg0oBaTerlbHOCTU C MPUCBOEHHBIM
COBCTBEHHbLIM MAEHTUMKALMOHHBIM HOMEPOM NOCEeL0BaTENbHOCTMW.

Ob6si3ameribHbie K8arnughukamoph! rnpu3HaKkos

75. OauH obs3aTenbHbI  PyHKLMOHANbHBLIN - KoY,  Hanpumep  “source” Anst  HyKneoTUaHbIX
nocneposarensHocten n “SOURCE” ona aMMHOKMCIOTHBLIX NocreaoBaTenbHOCTEN, TpebyeT AByX
obsasarternbHbIX KBanndmkaTopos, “organism” n “mol_type” ona HykneoTuaHbIX nocreaoBaTensHOCTEN
n “ORGANISM’ un “MOL TYPE” Ons amMuHOKUCMNOTHLIX MNocnedoBaTtenbHOCTEN. HekoTopble
Heobs3aTenbHble PyHKLMOHanNbHbIE KIto4M Takxe TpebytoT obs3aTenbHbIX KBanngmkaTopos.

OnemeHmbI keanugukamopa

76. QNEMEHT INSDFeature quals COOQEPXUT OAWH UM Boree 3NeMeHTOB INSDQualifier . Kaxablid
3NeMEeHT INSDQualifier MNPEACTaBMSET OAMH KBanMdMKaTop W COCTOMT M3 ABYX 3aBUCUMbIX
3NEeMEeHTOB, YKasaHHbIX HUXE:

AnemeHT OnucaHue O6sasatenbHo/Heobs3aTensHO

INSDQualifier name HassaHue kBanudukaTtopa ObsasaTtenbHo
(cmoTpu MNpunoxenne 1, rnaebl
61 8)

INSDQualifier value 3HayeHune kBanudgukaTopa, ObsasaTenbHO, Korga TOMHO
ecrnM nveeTcs, B onpegeneHo (CMoTpu
onpenenéHHom cdopmate MpunoxeHwne 1, rnaebl 6 1 8)
(cmoTpum Mpunoxexune 1, rnasbl
618
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CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
WIPO B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU

INTELLECTUAL PROPERTY

Cranpaptel — ST.26 cTpanuua: 3.26.28

77. KBanndwmkatop opraHuama, T.e. “‘organism” ana HykneoTuAHbIX nocrnegoBaTeNlbHOCTEN (CMOTpU
Mpunoxenne 1, rmaesa 6) n “ORGANISM’ ona aMUHOKUCNOTHBLIX MOCregoBaTeNlbHOCTEN (CMOTpU
Mpunoxenne 1, rnaBa 8) OOMKEH packpbiBaTb MCTOYHWK, Hanpumep, OTAENbHbIA OpraHusm Mnm
NPOUCXOXOEHNE MOCNEeLOBATENbHOCTU. YKasaHHbIA  OpraHM3M [OrmkeH ObiTb  BbiOpaH w13
cucTemaTnyeckon 6a3sbl AaHHbIX.

78. Ecrnv nocrnegoBartenbHOCTb ABMAETCH NPUPOLHON N UCXOOHbIN OpraHu3M UMEET NaTUHCKUIN poa U
obo3HayeHne Buga, TO 00O3HaAYeHWe [JOrmkHO ObiTb WCMOMNb30BaAaHO B KadyecTBe 3HA4YeHUs
kBanmdmkartopa. NpegnovTntenbHOe aHrMNCKoe OBLLENPUHATOE Ha3BaHWe MOXET ObiTb NpuBeLeEHO
C wucnonb3oBaHWeM KkBanudumkatopa “note” Onsg  HYKNeoTUAHbIX nocrefoBaTernlbHOCTEN WU
kBarmmdwmkatopa “NOTE” Ana amMMHOKUCIOTHBLIX MocregoBaTeNbHOCTEN, HO HEe OOMKHO ObiTb
NCMOMb30BaHO B 3HA4YEHUN KBanudrkaTopa opraHu3ma.

79. Cneaytoupe npuMepbl UNMIOCTPUPYIOT MCTOYHUK MOCHeaoBaTENbHOCTW, COMMAacHo naparpadam
77 — 78 BblLLE:

Mpumep 1: UCTOYHMK o5 HYKNEOTUAHOM NocneaoBaTesibHOCTU:

<INSDSeq feature-table>
<INSDFeature>
<INSDFeature key>source</INSDFeature key>
<INSDFeature location>1..5164</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier value>Solanum lycopersicum</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>common name: tomato</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>mol type</INSDQualifier name>
<INSDQualifier value>genomic DNA</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq feature-table>

Mpumep 2: UICTOYHMK 151 aMUHOKUCIIOTHOM MocreoBaTeNbHOCTU:

<INSDSeq feature-table>
<INSDFeature>
<INSDFeature key>SOURCE</INSDFeature key>
<INSDFeature location>1..174</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>ORGANISM</INSDQualifier name>
<INSDQualifier value>Homo sapiens</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>MOL TYPE</INSDQualifier name>
<INSDQualifier value>protein</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq feature-table>
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CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
WIPO B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU
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Cranpaptel — ST.26 cTpanuna: 3.26.29

80. Ecrm nocnepoBaTenbHOCTbL SBMSETCA NPUPOAHOM M UCXOAHBLIA OpraHusam npuHagiexuT K
M3BECTHOMY POAY Ha NaTbiHW, HO BWA OpraHW3Ma He ykasaH WnM He Oro3HaH, TO B KavecTse
3HayeHns KBanudmkaTopa AOIPKHO YKasblBaTbCs NaTUHCKOe O0B03HaveHve poda, ConpoBoXgaeMoe

1 ”

sp.”.
Hanpumep:

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier value>Bacillus sp.</INSDQualifier value>

81. Ecrn nocnegoBaTenbHOCTb ABASAETCSA NPUPOLHOM N UCXOOHbIV OpraHM3M He umeeT 0603HavYeHns
poda M BuMAa Ha NaTblHW, TO 3Ha4YeHve KBarmdumkaTopa opraHuama [AOMMKHO YKa3blBaTbCHA Kak
“unidentified” («HEONO3HaHHbINY), COMNPOBOXAAEMbIN NOOON TakCOHOMETPUYECKON MHpopMaLnen B
KkBanmdmkatope “note” ona HykneoTuaHbIX nocnegoBaTenbHocTern n keanmdwmkatope “NOTE” ans
aMWHOKUCIIOTHBIX NocnenoBarensHocTen. Hanprumep:

<INSDQualifier_name>organism</INSDQualifier_name>
<INSDQualifier value>unidentified</INSDQualifier value>
<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier value>bacterium B8</INSDQualifier value>

82. Ecrm nocnepoBaTenbHOCTD ABMASETCA NPUPOLAHON U UCXOAHBIN OpraHn3M He nveet o603HadYeHns
poda M BMAa Ha faTblHW, TAKOW Kak BUMPYC, TO AOSMKHO ObITb MCMOMb30BaHO Apyroe npuemremoe
Hay4yHoe HasBaHue (Hanpumep “Canine adenovirus type 27) Kak 3HavyeHue KBanudmkatopa.
Hanpumep:

<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier value>Canine adenovirus type 2</INSDQualifier value>

83. Ecnv nocrnepnoBaTtenbHOCTb He NPUPOAHAas, 3HaYeHre KBanmdmkaTopa opraHM3ma AOSMKHO ObiTb
yka3aHo kak “synthetic construct”. [lanbHenwasn nHdgopmauns B OTHOLLEHMM criocoba reHepauunm
nocnefoBaTenbHOCTM MOXET ObiTb YKaszaHa C MOMOLLBHO KBanngmkaTopa “note” anst HykneoTuaHom
nocnegosarensHocTu U kBanudmkatopa “NOTE” ons aMMHOKMCIIOTHOM NocriegoBaTeNibHOCTU.
Hanpumep:

<INSDSeq_ feature-table>
<INSDFeature>
<INSDFeature key>SOURCE</INSDFeature key>
<INSDFeature location>1..40</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>ORGANISM</INSDQualifier name>
<INSDQualifier value>synthetic construct</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>MOL TYPE</INSDQualifier name>
<INSDQualifier value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>synthetic peptide used as assay for
antibodies</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq feature-table>
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CMPABOYHMK MO MHOOPMALIUM N OOKYMEHTALIMA
WIPO B OBJIACTU NPOMbILLUWNEHHON COBCTBEHHOCTU
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Crangaptel — ST.26 ctpanuna: 3.26.30

84. Kesanmdmkatop “mol_type” ana HykneoTuaHbIX nocnegoBartenibHocTen (CMm. MNMpunoxeHue |, naea
6) n “‘MOL_TYPE” ons amMmHOKMCIOTHbLIX nocriegoBatenbHocTen (cm. [Mpunoxenve |, MnaBa 8)
AOIMKEH packpblBaTb TWUM  MOSEKyrbl, NPeACcTaBneHHon B nocriegoBaTenbHOCTU.  [aHHbIn
KBanMdmkarTop OoTfIM4YeH OT 3fIeMeHTa INSDSeq moltype, ONMUCAHHOIO B naparpade 54:

(& Ona HykneoTugHoW nocrnegoBaTeNlbHOCTU 3HavyeHueMm KBarmmdwmkaTopa “mol_type”
AOSKHO ObITb O04HO M3 nepedvncreHHbiX: “genomic DNA, “genomic RNA”, “mRNA”, “tRNA”, “rRNA”,
“other RNA”, “other DNA”, “transcribed RNA”, “viral cRNA’, “unassigned DNA’, nin “unassigned
RNA’. Ecrmu nocnegoBaTefnlbHOCTb  HEMPUPOAHOrO MPOUCXOXOEHWS, Hamnpumep, 3Ha4YeHUeM
KBanmdmkartopa “organism” sesnsietca “synthetic construct”, 3HayeHnem kBanudgumkatopa “mol_type”
[OImKHO ObITb Mnn “other RNA” unu “other DNA”;

(b) [Ons aMUHOKUCNOTHBLIX NocrefoBaTenbHOCTEN 3HaYeHem kBanudukatopa “MOL_TYPE”
aBnsertcs “protein”.

C80600HbIU mekcm

85. CBoOOaHbLIN TEKCT - 9TO TuUn doopmarta OnA HEKOTOpbIX KBanMuKaTtopoB (Kak yKasaHo B
MpunoxeHnn 1), NnpegcTaBneHHbIn B oopme hpasbl ONnUcaTernbHOro TEKCTa, KOTOPbIA JOIMKEH ObIThb
NpeanoYTUTENBHO HA aHIMMNCKOM SA3blKe.

86. Wcnonb3oBaHue CBOGOAHOMO TeKCTa [OOIMKHO OblTb OrMPaHUYEHO HECKONbKUMU KOPOTKUMM
TEpMMHaAMK, HEOOXOAMMBIMM AN MOHUMaHWUS XapakTepUCTUK MocledoBaTenbHOCTU. [Ans Kakaoro
KBanMdukaTopa CBOGOAHbIN TEKCT He A0IDKeH npeBbiwaTe 1000 3HaKoB (CMMBOIIOB).

Kodupyrowue nocriedogamerisHocmu.

87. [Ona wmaeHTMdMKaUUM KOOMpYOWMX nocrefoBaTefnlbHOCTeEN MoXeT ObiTb  MCNOoNb30BaH
dyHKUMOHanbHbIM - Krtod  “CDS”,  Hanpumep nocrefoBaTenbHOCTM  HYKNeoTMaoB, KOTOpble
COOTBETCTBYIOT  MOCMeOBaTENbHOCTM  aMUHOKMUCIIOT B ©Oenke U1 CTon  KOOOH.  JOnemMeHT
INSDFeature location [AOJDKEH OnpenensTb MecTonornoxeHve npusHaka «CDS» u BknovaTtb cTon
KOOOH.

88. KBanmdmkatopsl "transl_table" n "translation” mMoryT 6bITb MCNOMb30BaHblI C (PyHKLMOHANbHbIM
kntoyom “CDS” (cmotpu [lMpunoxenune 1). Ecnm kBanmdmkatop "transl_table" He npumeHsieTcs,
AornyckaeTcs ucnonb3oBaHne Tabnuubl cTaHgapTHbIX KogoB (cmoTpu [Mpunoxenne 1, rmaea 9,
Tabnmua 5).

89. KBammdwmkartop «transl_except» gomkeH ncnonb3oBaTbCsa ¢ (PyHKUMOHaNbHbIM Kito4om «CDS» u
kBanmdmkatopom “translation” («nepesBog») ANA uwaoeHTUdMKaAUMM KOAOHA, KOTOPbIN KoaupyeT
NMUPPOSIU3NH UITN CENEHOLUCTENH.

90. AMWMHOKUCIOTHAasA MocrenoBaTerbHOCTb, 3aKOANPOBaHHAA KOAUPYHOLWEN NocneaoBaTerlbHOCTbIO
N packpbiTas B kBarmdmkatope “translation”, oxsayeHHoM naparpadom 7, AormkHa ObiTb BKMOYEHA B
nepeveHb nocregoBaTerlbHOCTEN C  NMPUCBOEHHbIM COOCTBEHHBIM UOEHTUGMKALMOHHBIM HOMEPOM.
M aoeHTndmkaunoHHbIN HOMep nocrenoBaTenbHOCTH, NPUCBOEHHbIN aMWHOKUWCIIOTHOM
nocnefoBaTenbHOCTH, AOSMKEH OblTb NpeAcTaBneH Kak 3HadeHve B kBanudwkaTtope “protein_id" ¢
dyHKUMOHanbHeIM  krtodom  “CDS”.  Keanmdwmkatop “ORGANISM’  cyHKUMOHANBHOIO — Krtova
“SOURCE” pand amMMHOKUCMNOTHOW nocregoBaTenbHOCTU  AOmKkeH ObiTb  WOEHTUYEH CBOen
KoauvpytoLLen nocrneaoBaTenbHOCTH.

ru/03-26-01 HaTa: ceHTs16pb 2017



CMPABOYHUK MO NMH®OPMALIMM N AOKYMEHTALIUK

WIPO B OBJIACTW NMPOMBILLTEHHOW COBCTBEHHOCTH
Crangaptel — ST.26 crpanuna: 3.26.31
Hanpumep:

<INSDSeq feature-table>
<INSDFeature>
<INSDFeature key>CDS</INSDFeature key>
<INSDFeature_location>1..507</INSDFeature_location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>transl table</INSDQualifier name>
<INSDQualifier value>11</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier_name>translation</INSDQualifier_name>
<INSDQualifier value>
MLVHLERTTIMFDFSSLINLPLIWGLLIAIAVLLYILMDGFDLGIGILLPFAPSDKCRDHMISSIAPFWDGNETWLV
LGGGGLFAAFPLAYSILMPAFYIPITIIMLLGLIVRGVSFEFRFKAEGKYRRLWDYAFHFGSLGAAFCQGMILGAFIH
GVEVNGRNFSGGQLM
</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier_name>protein_id</INSDQualifier_name>
<INSDQualifier value>89</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq feature-table>

BapuaHmei

91. UcxogHasi nocnegoBaTenbHOCTL M NOOble BapuaHTbl 3TOW NOCNEAOBATENbHOCTU, PacKpbITbie
nepeyYncrieHMemM e€ OCTaTKOB U OXBayveHHble naparpacomM 7, AOmkHbl ObiTb BKIOYEHbI B NEPEY€EHb
nocrnegoBaTenbHOCTEN CO CBOUM COOCTBEHHbIM MPUCBOEHHBIM UOEHTUMKALMOHHBIM HOMEPOM
nocnegoBaTenbHOCTM.

92. Jlwobon BapumaHT nocneoBaTeNbHOCTM, PaCKPbITOM Kak oOdHa nocregoBaTenbHOCTb C
nepevncneHneM anbTepHaTUBHbIX BapVMaHTOB OCTATKOB Ha OOHOW WM HECKOMbKMX MNO3uLMsX,
AormkeH ObITb BKIKOYEH B MepeyeHb nocriegoBaTenbHOCTEN M OOMKEH ObiTb NpeacTaBrnieH ogHoWM
nocnenoBaTenbHOCTbIO, B KOTOPOW MEepeyucrieHbl  anbTepHaTMBHble BapuaHTbl  OCTAaTKOB,
npeacTaBrieHHbIX Hanboree orpaHNYNBa LM HEeOQHO3HAYHbIM CUMBOSIOM (CM. naparpadb! 15 n 27).

93. Iltobon BapuaHT nocriefoBaTenbHOCTU, PACKPbITON TONMbKO NOCPEACTBOM CCbINKKU Ha yaaneHue(s),
nobasneHne(s) wnm 3amelleHue(sl) B UCXOA4HOM MOCreaoBaTenbHOCTM, cregyeT BKMYaTb B
nepeyeHb nocnegoBaTenbHocTen. Takve BapuaHTbl NocrnefoBaTeNbHOCTEN, BKIOYEHHbIE B
nepeyeHb NocrieaoBaTenbHOCTEN:

a) MoryT ObITb NpeacTaBneHbl NYTEM aHHOTUPOBaHWUA UCXOLHOW NocrefoBaTeflbHOCTH, ecrin
OHa coaepXMT BapuaHT(bl) Ha OTAENbHOM MO3MLUM UM MHOXECTBE pasHbiX MO3vuun 1
nosiBNeHve 3TUX BapnaHTOB NPOUCXOAUT HE3ABUCUMO;

b) pormkHbl GbITb NpeacTaBneHbl Kak OTAeNnbHas MOceaoBaTeNibHOCTb C COBCTBEHHbLIM
NPUCBOEHHBbIM NAEHTUMKALMOHHBIM HOMEPOM MOCNeAoBaTENbHOCTN, €CNN OHM coaepxat
BapuaHTbl HA MHOXECTBE pa3sHblX MO3MLMA M BO3HUKHOBEHME AaHHbLIX BapuaHTOB SBMSETCS
B3aMMOCBSA3aHHbIM; U
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Cranpaptel — ST.26 cTpanumna: 3.26.32

C) [OmKHblI ObITb NpefcTaBrneHbl Kak OTAernbHas nocnegoBaTenbHOCTb C COBCTBEHHbLIM
NMPUCBOEHHBIM NAEHTU(MKALMOHHBIM HOMEPOM MocneaoBaTenbHOCTN, B Clyvyae, eciv B
nocnegoBaTenbHOCTM cogepXatcs 3amelleHnst n gobaenexHus B 6onee yem 1000 ocTaTKoB.
(cm. naparpad 86).

94. Tabrmmua HwKe nokasbiBaeT MpaBWUSbHbIN CMOCOD MCNOMb30BaHUSA (PYHKLMOHAMNbHBLIX KIYen u
KBanMuKaTopoB 4S9 BapMaHTOB HYKNENHOBOW KMCIOTbl M aMUHOKUCIIOTbI:

Tun P yHKUMOHanNbHbIN | KBanud nkatop Ucnonb3oBaHue
nocneaoBaTeNnnbHOCTU KIoYy
HyknenHoBas kucrnota | variation replace or MpvipoaHble myTaumm n
note NnonMMop u3mbl, Harpumep
Alleles, RFLPs
HyknenHoBas kucrnota | misc_difference replace or BapunabenbHocTb, BHOCUMas
note NCKYCCTBEHHO, T.€. NYyTéM

reHeTUYEeCKNX MaHUMynaunm
UM NyTEM XMMUYECKOro
CUHTE3a

AmunHokmcnoTa VAR_SEQ NOTE BapwuaHT, nony4eHHbIn nyTem
nposegeHns
anbTepHaTUBHOIO
cnnancuHra, Ucnonb30BaHns
anbTepHaTMBHOIO NPOMOTOPA,
anbTepHaTUBHOIO
WHULMMPOBAHUS U
prGoCOMHOro caBura pamku
reHeTM4ecKoro Kkoga

AMMHOKUCIIOTA VARIANT NOTE JTrobown BapmaHT, ons
kotoporo VAR_SEQ He
NPUMEHUM.

95. AHHOTMpOBaHWEe nocriefoBaTenbHOCTU ANA  OnpedenéHHOro BapuaHTa [OOJDKHO BKIKOYATb
PYHKLMOHAmNbHBIN K04 U KBanugMKaTop, Kak ykazaHo B Tabnuue Bbllle, U MECTOMNONoXeHue
npusHaka. 3HaveHvem kBanudmkaTopa ‘“replace” gormkeH ObiTb TONMbKO OAWH arnbTepHATUBHbLIV
HYyKNeoTug WM HyKrneoTuaHas  MnocriefoBaTernbHOCTb,  UCMOMb3yWas TOMbKO  CUMBOSbI,
onpegenénHole B Pasgene 1, Tabnuue 1. [NepeyeHb anbTepHaTVBHbLIX BapyaHTOB OCTaTKOB MOXeT
ObITb NpeAcTaBrieH Kak 3HayYeHne B kBanmdmkatopax “‘note” nmm “NOTE”. B yacTHOCTH, nepedeHb
anbTepHaTUBHbLIX aMUHOKUCIIOT AOMKeH BbiTb NpeacTaBneH Kak 3HavyeHune B kBanudmkaTtope “NOTE”,
rae «X» UCnosnb3yeTcsa B NOCreaoBaTenbHOCTU, HO NpeacTaBnaeT cobon nogrpynny «mobon ns ‘A’
R, ‘N, ‘D, ‘C, ‘Q, ‘E, ‘G, ‘H, I, L, ‘'K, ‘M, ‘F, ‘P, ‘O, S, ‘U, T, W, Y uwm'V " YpaneHvne
AOIMKHO 6bITb NpeacTaBneHo NycTbiM 3HaYeHEM KBanndwmkaTopa Ana ksanudvkaropa "replace” nnm
ykazaHnem B “note” nnm “NOTE” yto ocTtatok MoxeT ObITb yaanéH. 3amelweHve nnn gobasneHune
ocTaTtka(oB) [OMKHO OblTb MpeacTaBneHo B kBarmmdwmkatopax "replace”, “note” mim "NOTE". Ona
kBanmdmkatopoB “replace”, “note” nnm "NOTE" doopmaTtoM 3Ha4YeHUN ABMSETCS CBOOOAHbLINA TEKCT,
KoTOopbli He porkeH npesblwaTtb 1000 3HakoB, kak npeacrtaeneHo B naparpade 86. CmoTpu
naparpac 98 Ans nocnegoBaTeribHOCTEN, OXBa4YeHHbIX naparpadomMm 7, KOTopble [alTCH Kak
3amelLeHve nnm gobaeneHne 3HaveHus kBanudumkaropa.
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96. CwumBonbl, onpenenéHHble B [MpunoxeHmn 1 (cm. maebl ¢ 1 no 4, Tabmmubl ¢ 1 no 4
COOTBETCTBEHHO), €CnM HeobXoANMO, AOMKHbI ObiTb MCNOMb30BaHbl AN NpeaCcTaBneHs BapuaHToB
ocTtaTtkoB. Ecnn BapmaHT ocTatka sgBNsieTcs MoaMdMUMPOBaHHBIM OCTaTKOM, He OnpedeNiéHHbIM B
Tabnmuax 2 unm 4 lMNpunoxenusa 1, Toraa NofHOe HeCoKpalleHHOe Ha3BaHWe MoAndMLMPOBAHHOIO
ocTaTka OOMmKHO ObiThb NpeacTaBfeHO B KA4ecTBE 3HA4YeHMs1 KBanmdmkaTopa Ansa KBannmdmkaTtopos
“note” nnn "NOTE". MoandmumpoBaHHble OCTaTKM A0SMKHbI ObITb B AanbHeNLWweM onncaHbl B Tabnmue
XapaKkTepuUCTUK, KaK npegycMoTpeHo B naparpadpax 17 vrm 30.

97. Crnegyroume npumepbl UNMIOCTPUPYIOT NpeacTaBrieHne BapMaHTOB, COrMacHo naparpadam 93 —
96 BblILLE.

Mpumep 1. ®yHKUMOHanbHbIM Ktod  «misc_difference» Ona nepeyncrieHHbIX anbTepHaTUBHbIX

BapnaHTOB HYKNeoTngoB. N Ha No3nuunmn 53 nocnegoBaTenbHOCTU MOXET OblTb OOHUM M3 NSATU
albTepHaTUBHbIX HYKNEOTNO0B.

<INSDFeature>
<INSDFeature key>misc difference</INSDFeature key>
<INSDFeature location>53</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>w, cmnm5s2u, mambu, mcm5s2u, or
p</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>modified base</INSDFeature key>
<INSDFeature location>53</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>mod base</INSDQualifier name>
<INSDQualifier value>OTHER</INSDQualifier value>
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>cmnm5s2u, mambu, mcmb5s2u, or
p</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

Mpumep 2: dyHKUMOHANBHBLIN KItod “misc_difference” ana yaaneHus B HyKNeoTUaHON
nocregoBatenbHOCTU. Hykneotua B nonoxxeHun 413 yaanéH.

<INSDFeature>
<INSDFeature key>misc difference</INSDFeature key>
<INSDFeature location>413</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>replace</INSDQualifier name>
<INSDQualifier value></INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
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Mpumep 3. PyHKuMOHanNbHbIM Kitod  “misc_difference” pgna pobaeneHnss B HYKNEOTUAHOM
nocnegosarensHocTu. ocnegoBartenbHoCTL “atgccaaatat” gobasneHa mexay nonoxeHuamu 100 n
101 ncxogHoM nocrenoBaTenbHOCTMU.

<INSDFeature>
<INSDFeature key>misc difference</INSDFeature key>
<INSDFeature location>1007101</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>replace</INSDQualifier name>
<INSDQualifier value>atgccaaatat</INSDQualifier value>

</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
Mpumep 4:  DYHKUMOHANbHbBIA  KIHOY ‘variation” pgna  3aMelleHMs B HYKIEOTUOHOW
nocrnefoBatenbHOCTU.  LIMTO3MH  3aMeHsieT  HYKNeoTud,  YKasaHHbli  Ha  no3vuun 413
nocriegoBaTenibHOCTH.
<INSDFeature>

<INSDFeature key>variation</INSDFeature key>
<INSDFeature location>413</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier_name>replace</INSDQualifier_name>
<INSDQualifier value>c</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

Mpumep 5: OyHkumMoHanbHbIN  kMod  “VARIANT”  gna 3amelleHMss B aMUHOKWUCIIOTHOM
nocriegoBatenbHOCTU. AMUHOKUCTIOTa B noroxeHun 100 MoxeT OblTb 3aMeHeHa Ha |, A, F, Y, alle,
MeIle UMM Nle.

<INSDFeature>
<INSDFeature key>VARIANT</INSDFeature key>
<INSDFeature_location>100</INSDFeature_ location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier_name>NOTE</INSDQualifier_name>
<INSDQualifier value>I, A, F, Y, alle, Melle, or Nle
</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>MOD RES</INSDFeature key>
<INSDFeature location>100</INSDFeature location>
<INSDFeature gquals>
<INSDQualifier>
<INSDQualifier_name>NOTE</INSDQualifier_name>
<INSDQualifier value>alIle, Melle, or
Nle</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
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Mpumep 6: OyHKkUMOHanNbHLIN  kKMod  “VARIANT”  gna 3aMelleHMss B aMUHOKUCIIOTHOM
nocnegoBartenbHOCTU. AMUHOKMcoTa B nomnoxeHnn 100 moxeT ObiTb 3amMeHeHa Ha nobyro
aMUHOKKUCIOTY, Kpome Lys, Arg unu His.

<INSDFeature>
<INSDFeature key>VARIANT</INSDFeature key>
<INSDFeature_ location>100</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>not K, R, or H</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>

98. MocnepoBaTenbHOCTb, OXBa4YeHHasa naparpadomMm 7, Kotopas npu aHHOTUPOBAHUWN UCXOAHOM
nocrefoBaTenbHOCTM NpeacTaBrieHa Kak JOMNOMHEHVE U 3aMeLLeHNe B 3Ha4YeHUN KBanngmkaTopa,
AOSKHA Takke OblTb BKMKOYEHA B NepeyeHb nocrenoBaTernlbHOCTEN C MPUCBOEHHbIM COBCTBEHHBIM
naeHTNMKaLMOHHBIM HOMEPOM NOCNeA0BaTENIbHOCTW.

[Mpunoxenwe 1 k CtaHgapTy ST.26 cneayer]
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MpunoxeHune 1

KoHTponupyemas nekcuka
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1 NMepeyeHb HyKNeoTMAOB

Kogbl OCHOBHbIX HYKNEOTMOOB, KOTOpble WCMONbL3YHTCS B MNepedHe nocnenoBaTeNlbHOCTEN,
npeacTtaBneHbl B Tabnuue 1. Cumeon “t” 6yaeT nctonkoBaH kak TuMuH B 1HK 1 ypauun B PHK, ecrin
OH ucnonb3yeTtca 6e3 nocnegytowero onucaHus. B cnydae, korga npUCBOEH HEOQHO3HAYHbIN
cuUMBON (NpeacTaBnaoW KA ABa U 6onee anbTepHAaTUBHbLIX OCHOBaHMS ), AOIPKEH OblTb MCNONb30BaH
Hanbonee orpaHvdMBalLWUA CUMBON. Hanpumep, B crnyyae ecnv OCHOBAaHUSIMW AAHHOW MO3nMUUM
MoryT ObITe “a unu g°, cnegyet wucnosmb3oBaTe ckopee ‘r’, 4em “n”.  CwmmBon “n” Oyget
paccmaTpuBaTbCs Kak “a unum ¢ mim g unu t/u”, ecim oH mucnomnb3lyetcs 6e3 AOMONMHUTENbHOMo

onncaHua.

Tabnuua 1: MNepeyeHb HYKNEOTUAOB

CuMmBoOn Hyxneorup
a afeHunH /adenine
UMTO3UH /cytosine
ryaHuH /guanine
TMMuH B AHK/ypaumn B PHK
(t/u)thymine in DNA/uracil in RNA (t/u)
auwnc
auwimng
awnt/u
cunmg
cunn t/u
g wn t/u
a win € unu g; He t/u
aunmcunnt/u; He g
aunngmnmnt/u; He ¢
cunu g win t/u; He a
a unu c unn g unu t/u; HemnsBecTHas
wnn apyras

~Q [0

S|lolalgl< |7 v ([s|= 1|3

2 MepeyeHb MOAN(ULMPOBAHHbLIX HYKNEOTUAOB

AGbpeBuaTypbl, nepevncneHHole B Tabruue 2, ABNATCA €OMHCTBEHHBIMW  pa3peLl EHHbIMU
3Ha4YeHnsMuM gna kBanndmkatopa mod_base. Ecnn onpegenéHHbin MognuuumMpoBaHHbIA HYKNeoTua,
He NpeacTaBrieH B HwkKenpuBeaéHHouW Tabrvue, Torda B KayecTBE €ro 3HaYE€HUs [OOIDKHA
ucnonb3oBateca abbpesmatypa “OTHER”. Ecrnn abbpesuatypon sensetca “OTHER”, 1o nonHoe
HecoKkpalléHHOe Ha3BaHWe MOANMULMPOBAHHOIO OCHOBaHMA [OOMKHO OblTe NpuBeAeHO B
kBanudumkatope “note”. AGOpeBuaTypbl, npuBedeHHble B Tabrmue 2, He [OJKHbI ObiTh
MCnosb30BaHbl B CaMO NOC fef oBaTeNbHOC TW.

Tabnuua 2: MepevyeHb MOANGDULUMPOBAHHbBIX HYKNEOTNAOB

A66peBHaTypa Moanduu MpoBa HHbI i HYKNeoTvn
4-aueTMAUNTUANH
ac4c 4-acetylcytidine
chmsu 5-(kapbokcurngpokcMmMeTnn)ypuanH
5-(carboxyhydroxylmethyl)uridine
om 2'-0-MeTunuMTMauH
2’-0O-methylcytidine
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A66peBuaTypa Mopa nduu MpoBaHHbI i HyKNeoTHa
5-kapbokcMMeTnnamMmMHOMETUN-2-TUOYPUANH
cmnmSs2u (5-carboxymethylaminomethyl-2-thiouridine)
cmnmsu 5-kapbokcMMeTMNIaMMHOMETUYPUANH
(5-carboxymethylaminomethyluridine)
dhu ANTUAPOYPUANH
(dihydrouridine)
fm 2'-0O-MeTNNNCEBAOYPUANH
(2'-O-methylpseudouridine)
al 6eTa,D-ranakTo3nnkseyo3uH
eta, D-galactosylqueuosine
galq (beta,D-galactosyl ine)
m 2'-0-MeTnnryaHosmH
g (2'-O-methylguanosine)
i MNHO3WH
(inosine)
i6a N6-130neHnnageHo3nH
-isopentenyladenosine
(N6-i tenylad ine)
mia 1-MeTunaaeHo3uH
(1-methyladenosine)
mif 1-meTmnncesgoypuaunH
(1-methylpseudouridine)
mig 1-MeTunryaHosuH
(1-methylguanosine)
mii 1-mMeTunnMHoO3nH
(1-methylinosine)
2,2-AUMEeTUNTYaHO3NH
22 i .
meeg (2,2-dimethylguanosine)
2-MeTUNaaeHo3nH
m2 .
a (2-methyladenosine)
2-MeTUryaHO3MH
2 .
m<g (2-methylguanosine)
3-MeTUIUNTUANH
m3c (3-methylcytidine)
mac N4-methylcytosine
(N4-methylcytosine)
5-meTunumMTnauH
m
>¢ (5-methylcytidine)
m6a N6-mMeTnnageHo3uH
(N6-methyladenosine)
7-MeTUryaHO3uH
7 .
m’g (7-methylguanosine)
5-MeTunammHoMeTUNypuanH
mamsu (5-methylaminomethyluridine)
5- MeTOKCMaMUHOMETUN-2-TUOYPUANH
mam>s2u (5-methoxyaminomethyl-2-thiouridine)
man 6eTa,D-MaHO3UNKBEYO3UH
eta,D-mannosylqueuosine
d (beta,D | ine)
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A§6pesuaTyp Mopa ndunu MpoBa HHbI i HYKNeoTvn
memss2u 5-MeTunammHoMeTUN-2-TUOYPUANH
(5-methylaminomethyl-2-thiouridine)
mcm5u 5-MeToKCcuKapboHUNMETUNYPUANH
(5-methoxycarbonylmethyluridine)
5-mMeToKCHypmnanH
mosu (5-methoxyuridine)
ms2i6a 2-MeTUNTNo-N6-U30NeHTNNaaeHO3UH
-methylthio-N6-isopentenyladenosine
(2 hylthio-N6-i lad ine)
ms2t6a N-((9-6eTa-D- pnbodypaHO3MI-2- METUATUONYPUH-6-11) KapboMOUN)TPEOHWH
-((9-beta-D-ribofuranosyl-2-methylthiopurine-6-yl)carbamoyl)threonine
(N-((9-beta-D-ribof -2 hylthi ine-6-yl)carb I)th ine)
miGa N-((9-6eTa-D- pubodypaHocunnypuH-6-mn)N- MeTunkap6oMounn )TpeoHUH
(N-((9-beta-D-ribofuranosylpurine-6-yl)N-methyl-carbamoyl)threonine)
mv YPUANH-5-0KCOYyKCYCHas Kucnota-meTumadup
(uridine-5-oxoacetic acid-methylester)
o5u YPUANH-5-0KkcoyKCcycHas kucnota (v)
(uridine-5-oxyacetic acid (v))
BUOYTOKCO3MH
Osyw (wybutoxosine)
D nceBAoYpUANH
(pseudouridine)
q KBEYO3MH
(queuosine)
2-TMOUNTUANH
s2¢ (2-thiocytidine)
$ot 5-meTun-2-tnoypmnauH
(5-methyl-2-thiouridine)
2-TnoypuauH
s2u (2-thiouridine_
4-TMoypuaunH
sdu (4-thiouridine)
5-meTunypuavH
mou (5-methyluridine)
t6a N-((9-6eTa- D-pnbod ypaHasmanypuH-6-un)kapboMmonn ) TpeoHNH
(N-((9-beta-D-ribofuranosylpurine-6-yl)carbamoyl )threonine)
tm 2'-O-meTun-5-meTnnypuavt
(2’-0O-methyl-5-methyluridine)
um 2'-0O-MeTuUnypuanH
(2’-O-methyluridine)
BMOYTO3WH
yw (wybutosine)
x 3-(3-amnHo-3-kapbokcmnponun)ypuanH, (acp3)u
(3-(3-amino-3-carboxypropyl)uridine, (acp3)u)
OTHER (Tpebyetca ksanudukatop "note")
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3 MepeyeHb aMUHOKUCIIOT

Kogbl aMUHOKMCIOT, KOTOPblE MCMOMb3YIOTCA B MOCNeAoBaTENBHOCTAX, NpeacTaBneHsl B Tabnuue 3.
Korga npucBoeH HEOAHO3HaYHbI CMMBON (NPEACTaBnswWMUA OABE MM Goree arnbTepHaTUBHbIX
aMUHOKUCOThI), OJIKEH OblTb MCMOMNb30BaH Hanbonee orpaHuyMBaoLL MM cumeon. Hanpumep, ecnm
aMUHOKMCNOTa B AaHHOW no3uuum MOXeT OblTb acnaparMHOBOW KUCMOTOW UMM acnaparvHom,
cnepyeT “cnonb30BaTb ckopee cumBon “B”, yem “X’. Cumeon “X’ ByoeT paccMaTpuBaTbCH Kak OA4WH
u3 cumsonos “A”, “R’, “N”, “D”, “C”, “Q”, “E”, “G”, “H”, “I’, “L", “K”, “M”, “F”, “P”, “O”, “S”, “U”, “T", “W”,
“Y”, unun “V”, ecnm oH ncnonb3yeTcsa 63 AONONHUTENbHOIO ONUCcaHus.

Tabnuua 3: MNMepeyeHb aMUHOKMCNOT

CuMmBoOn AMuMHOKMCNOTa

>

AnanuH/Alanine

AprnHuH/Arginine
AcnaparnH/Asparagine

AcnaparnHoBas kucnota (Acnaprart)/
Aspartic acid (Aspartate)

LncrenH /Cysteine
FnytammH /Glutamine

nytammHoBast kucnota (IFnytamar)/
Glutamic acid (Glutamate)

nuunH/ Glycine
M'mctnamn/ Histidine
MzonenumH/ Isoleucine
JleiumH/ Leucine
NnaunH/Lysine
MeTroHuH/Methionine
®envnanaHuH/Phenylalanine
MponwuH/Proline
MupponnanH/Pyrrolysine
CepvH/Serine
CeneHoumncreunH/Selenocysteine
TpeoHuH/Threonine
TpunTtodaH/Tryptophan
Tupo3unH/Tyrosine
BanuH/Valine
AcnaparnHoBas kucnota wnu AcnaparmH/Aspartic acid or Asparagine
nytammu nnm Inytammuosas kucnota/Glutamine or Glutamic acid

JleiiumH unu MUsoneiumH/Leucine or Isoleucine
AvimR mam Nuam Dumam C vinn Q uam E wnm Gunm Hmnn ITunm L nnm K
mimMumm Fuim Pnam O unu S mnm Uunmam T unu W mnm Y unn V;
“unknown” unu “other”

vuIN|jlm|<|[<|S|d|c|lun|o|o|n|Z|x|r|—=|xT|o| m |O|lO] O |=Z|=

>
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4 I'IepetleHb MOJJMd)VILI,VIpOBaHHbIX N HETUNNYHbIX aMUHOKUCIIOT

B Tabrnuue 4 nepeyuncneHbl eAUHCTBEHHbIE paspelléHHble abbpeBuaTypbl AN MOANMULNPOBAHHbBIX U
HETUMMYHLIX  (HEOObIMHbLIX) aMWHOKMCNOT B  obsizaTenbHoM  kBanudwmkatope “NOTE” pgns
dyHKUMOHanNbHbIX Ktoden “MOD_RES” unm “SITE”. 3HayeHue ans ksanudukaTtopa “NOTE” gomkHO
ObITb MK ofHOM U3 abbpeBuraTyp M3 3TON TabNULpl, r4e 370 BO3MOXHO, UMW MOJSIHLIM, HECOK paLLEHHbIM
HasBaHMEM MOAUMUUMPOBAHHOA  aMUHOKMCNOTH.  AOGpeBuaTypbl (MM NOSHble  Has3BaHMS),
npuBeaéHHbIE B flaHHOW Tabrmue, He OOIMKHbI OblTh MCMOMBb30BaHbI B CaMOW NOCNeaoBaTeNlbHOCTU.

Tabnuua 4: 4 MNepeyeHb MOANPULNPOBAHHBIX U HETUNUYHBIX (HEOBBIYHBIX) @aMUHOKMCNOT

A66pesvatypa MoauduumnpoBaHHas Win HEeTUNUYHas aM MHOKKC/I0TA
Aad 2-aMMHOAAUNMHOBas kucnota/2-Aminoadipic acid
bAad 3-amMmmHoaaunuHoBas kucnota/3-Aminoadipic acid
bAla 6eTa-anaHuH, _6eTa-aMV|H0r|_ponM0H(_)Ba_9| KVI.CJ'IOTa/

beta-Alanine, beta-Aminoproprionic acid
Abu 2-aMMHO6YTUpUHOBas kucnota/2-Aminobutyric acid
4Abu 4-aMV|H06YTVIpVI}-!OBa9| KWCnoTa, nunepuan Hosas kncnota/
4-Aminobutyric acid, piperidinic acid
Acp 6-aMMHOKanponHoeas kucnota/6-Aminocaproic acid
Ahe 2-aMMHoreNTaHoOMHOBas KucnoTa/2-Aminoheptanoic acid
Aib 2-aMnHOoM306yTUpNHOBas KucnoTa/2-Aminoisobutyric acid
bAib 3-amMnmHoM306yTUpHHOBas kucnota/3-Aminoisobutyric acid
Apm 2-aMMHoNMMe nHoBasl kucnota/2-Aminopimelic acid
Dbu 2,4-gnaMnHobyTupuHoBas kucnota /2,4-Diaminobutyric acid
Des necmo3nH/ Desmosine
Dpm 2,2'-gnamMuHonuMenuHoBas kucnota/2,2’-Diaminopimelic acid
Dpr 2,3-AnaMMHONPONMOHOBast kKucnoTa/2,3-Diaminoproprionic acid
EtGly N-aTunrauuuH/ N-Ethylglycine
EtAsn N-sTunacnaparvH/N-Ethylasparagine
Hyl rmapokcmnusnH/Hydroxylysine
aHyl anno-rugpokcmnmsutd/allo-Hydroxylysine
3Hyp 3-rmpapokcunponun/ 3-Hydroxyproline
4Hyp 4-rmppokcunponuH/4-Hydroxyproline
Ide M3o0aecmo3mnH/ Isodesmosine
alle anno-mnsoneiuuH/allo- Isoleucine
MeGly N-meTunranumH, capkosuH/N-Methylglycine, sarcosine
Melle N- meTunmsoneiiumt/ N-Methylisoleucine
MeLys 6-N-meTunnmaunH/6-N-Methyllysine
MeVal N-meTuneanuH/N-Methylvaline
Nva HopsanwuH/Norvaline
Nle HopneiumH/ Norleucine
orn OpHuTKH/ Ornithine
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5 q)YHKLWIOHaanbIe KNO4Yu Ans HyKneoTuaHbIX nocnepoBaresibHOCTEN

[daHHas rnaBa COAEPXMUT NepeveHb paspeLlléHHbIX ¢y HKLWOHAMbHbBIX KIOYen A4 UCNofb30oBaHus
B HYKNEOTWAHbIX MNOCNEAOBATENbHOCTAX, W  MepedyeHb 00s3aTenbHbIX UM HeobsizaTesbHbIX
kBanudukaTtopoB. PyHKUMOHaANbHbIE KMIOYM MepeyncrieHbl B andaBuTHOM nopsgke. OyHKUMOHANbHbIe
Knoum MoryT 6biTe ucnone3oBaHbl Ana OHK nim ana PHK, ecnn gpyroe He ykasaHo B none “Molecule
scope”. HekoTopble yHKUMOHANbHbIE KMAYM MOTYT MNOAXOAUTb AN WUCMONb30BaHUSA C  He
NPUPOAHBLIMM NOCNEL0BATENbHOCTAMMU B JOMONHEHME K ONpeaeNnieHHbIM “organism scope”.

HasBaHua  dyHKUMOHaNbHbLIX Kmoven B cnydae XML  nocnegoBaTefNlbHOCTM O OMKHbI
McnosnbL3oBaTbCA B TOYHOCTM TaK, Kak OHW MPUMBOAATCS B OMUCaHMsX Hwke B none “Feature key”, 3a
ncknoyeHnem dyHkumoHanbHelx knoyvern I UTR n S’UTR. [Onsa dyHKumMoHanbHbIX kmoden 3UTR n SUTR
cMm. none “Comment” B onucaHum.

5.1. Feature Key C_region

Definition constant region of immunoglobulin Tlight and heavy chains, and T-cell
receptor alpha, beta, and gamma chains; includes one or more exons
depending on the particular chain

Optional qualifiers allele
gene
gene_synonym
map
note
product
pseudo
pseudogene
standard_name

Oorganism scope eukaryotes
5.2. Feature Key CDS
Definition coding sequence; sequence of nucleotides that corresponds with the

sequence of amino acids in a protein (location includes stop codon);
feature may include amino acid conceptual translation

optional qualifiers allele
codon_start
EC_number
exception
function
gene
gene_synonym
map
note
number
operon
product
protein_id
pseudo
pseudogene
ribosomal_sT1ippage
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comment

standard_name
translation
transl_except
transl_table
trans_splicing

codon_start qualifier has valid value of 1 or 2 or 3, indicating the
offset at which the first complete codon of a coding feature can be
found, relative to the first base of that feature; transl_table
defines the genetic code table used if other than the Standard or
universal genetic code table; genetic code exceptions outside the
range of the specified tables are reported in transl_except
qualifier; only one of the qualifiers translation, pseugogene or
pseudo are permitted with a CDS feature key; when the translation
qualifier is used, the protein_id qualifier is mandatory if the
translation product contains four or more specifically defined amino
acids

5.3. Feature Key

Definition

Optional qualifiers

comment

centromere

region of biological interest identified as a centromere and which
has been experimentally characterized

note
standard_name

the centromere feature describes the interval of DNA that
corresponds to a region where chromatids are held and a kinetochore
is formed

5.4. Feature Key

Definition

Optional qualifiers

Molecule scope

D-1oop

displacement Toop; a region within mitochondrial DNA in which a
short stretch of RNA is paired with one strand of DNA, displacing
the original partner DNA strand in this region; also used to
describe the displacement of a region of one strand of duplex DNA by
a single stranded invader in the reaction catalyzed by RecA protein

allele

gene
gene_synonym
map

note

DNA

5.5. Feature Key

Definition

optional qualifiers

D_segment

Diversity segment of immunoglobulin heavy chain, and T-cell receptor
beta chain

allele

gene
gene_synonym
map
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note

product
pseudo
pseudogene
standard_name

Organism scope eukaryotes
5.6. Feature Key exon
Definition region of genome that codes for portion of spliced mRNA, rRNA and

tRNA; may contain 5’UTR, all cDbSs and 3’ UTR

Optional qualifiers allele
EC_number
function
gene
gene_synonym
map
note
number
product
pseudo
pseudogene
standard_name
trans_splicing

5.7. Feature Key gene

Definition region of biological interest identified as a gene and for which a
name has been assigned

optional qualifiers allele

function

gene
gene_synonym
map

note

operon
product
pseudo
pseudogene
phenotype
standard_name
trans_splicing

Comment the gene feature describes the interval of DNA that corresponds to a
genetic trait or phenotype; the feature is, by definition, not
strictly bound to its positions at the ends; it is meant to
represent a region where the gene is located.

5.8. Feature Key iDNA

Definition intervening DNA; DNA which is eliminated through any of several

ru/03-26-01 [ata: ceHTabpb 2017



\NTEL.LECYU»QL PROPERTY

CIPABO4YHUK 10 UHOOPMALIMA N JOKYMEHTALU
B OBJIACTH NPOMbILLITEHHON COBCTBEHHOCTH

Crangaptel — ST.26

ctpanuna: 3.26.1.10

Optional qualifiers

Molecule scope

comment

kinds of recombination

allele
function

gene
gene_synonym
map

note

number
standard_name

DNA

e.g., in the somatic processing of immunoglobulin genes.

5.9. Feature Key

Definition

Optional qualifiers

intron

a segment of DNA that 1is transcribed, but removed from within the
transcript by splicing together the sequences (exons) on either side
of it

allele
function

gene
gene_synonym
map

note

number

pseudo
pseudogene
standard_name
trans_splicing

5.10. Feature Key

Definition

Optional qualifiers

Parent Key

organism scope

J_segment

joining segment of immunoglobulin Tight and heavy
chains, and T-cell receptor alpha, beta, and gamma chains

allele

gene
gene_synonym
map

note

product
pseudo
pseudogene
standard_name

CDsS

eukaryotes

5.11. Feature Key

Definition

mat_peptide

mature peptide or protein coding sequence; coding sequence for the

ru/03-26-01
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optional qualifiers

mature or final peptide or protein product following post-

translational modification; the location does not include the stop
codon (unlike the corresponding CDS)

allele
EC_number
function
gene
gene_synonym
map

note

product
pseudo
pseudogene
standard_name

5.12. Feature Key

Definition

Mandatory qualifiers

Optional qualifiers

comment

misc_binding

site in nucleic acid which covalently or non-covalently binds
another moiety that cannot be described by any other binding key

(primer_bind or protein_bind)
bound_moiety

allele
function
gene
gene_synonym
map

note

note that the regulatory feature key and regulatory_classqualifier
with the value "ribosome_binding_site” must be used for describing
ribosome binding sites

5.13. Feature Key

Definition

Optional qualifiers

Ccomment

misc_difference

featured sequence differs from the presented sequence at this
Tocation and cannot be described by any other Difference key
(variation, or modified_base)

allele

clone

compare

gene
gene_synonym
map

note
phenotype
replace
standard_name

the misc_difference feature key must be used to describe variability
introduced artificially, e.g. by genetic manipulation or by chemical
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synthesis; use the replace qualifier to annotate a deletion,
insertion, or substitution. The variation feature key must be used
to describe naturally occurring genetic variability.

5.14. Feature Key

Definition

Ooptional qualifiers

comment

misc_feature

region of biological interest which cannot be described by any other
feature key; a new or rare feature

allele
function
gene
gene_synonym
map

note

number
phenotype
product
pseudo
pseudogene
standard_name

this key should not be used when the need is merely to mark a region
in order to comment on it or to use it in another feature’s location

5.15. Feature Key

Definition

Ooptional qualifiers

Molecule scope

misc_recomb

site of any generalized, site-specific or replicative recombination
event where there is a breakage and reunion of duplex DNA that cannot
be described by other recombination keys or qualifiers of source key
(proviral)

allele

gene

gene_synonym

map

note
recombination_class
standard_name

DNA

5.16. Feature Key

Definition

Optional qualifiers

misc_RNA

any transcript or RNA product that cannot be defined by other RNA
keys (prim_transcript, precursor_RNA, mRNA, 5’UTR, 3’UTR, exon, (DS,
sig_peptide, transit_peptide, mat_peptide, intron, polyA_site,
NcRNA, rRNA and tRNA)

allele
function
gene
gene_synonym
map

note

ru/03-26-01

[ata: ceHTabpb 2017



\NTEL.LECYU»QL PROPERTY

CIPABO4YHUK 10 UHOOPMALIMA N JOKYMEHTALU
B OBJIACTH NPOMbILLITEHHON COBCTBEHHOCTH

Crangaptel — ST.26

ctpanuna: 3.26.1.13

operon
product

pseudo
pseudogene
standard_name
trans_splicing

5.17. Feature Key

Definition

Optional qualifiers

misc_structure

any secondary or tertiary nucleotide structure or conformation that
cannot be described by other Structure keys (stem_loop and D-1loop)

allele
function

gene
gene_synonym
map

note
standard_name

5.18. Feature Key
Definition
Mandatory qualifiers

optional qualifiers

mobile_element

region of genome containing mobile elements
mobile_element_type

allele
function

gene
gene_synonym
map

note
rpt_family
rpt_type
standard_name

5.19. Feature Key

Definition

Mandatory qualifiers

Optional qualifiers

comment

modified_base

the indicated nucleotide is a modified nucleotide and should be
substituted for by the indicated molecule (given in the mod_base
qualifier value)

mod_base

allele
frequency
gene
gene_synonym
map

note

value for the mandatory mod_base qualifier is Timited to the
restricted vocabulary for modified base abbreviations in Section 2
of this Annex.
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5.20. Feature Key MRNA
Definition messenger RNA; includes 5’ untranslated region (5’UTR), coding

sequences (CDS, exon) and 3’ untranslated region (3’ UTR)

Optional qualifiers allele
function
gene
gene_synonym
map
note
operon
product
pseudo
pseudogene
standard_name
trans_splicing

5.21. Feature Key NCRNA

Definition a non-protein-coding gene, other than ribosomal RNA and transfer
RNA, the functional molecule of which is the RNA transcript

Mandatory qualifiers NcRNA_class

optional qualifiers allele
function
gene
gene_synonym
map
note
operon
product
pseudo
pseudogene
standard_name
trans_splicing

Comment the ncRNA feature must not be used for ribosomal and transfer RNA
annotation, for which the rrRNA and tRNA feature keys must be used,
respectively

5.22. Feature Key N_region

Definition extra nucleotides inserted between rearranged immunoglobulin
segments

Optional qualifiers allele
gene
gene_synonym
map
note
product
pseudo
pseudogene
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standard_name

5.23. Feature Key

Definition

Mandatory qualifiers

Ooptional qualifiers

operon

region containing polycistronic transcript including a cluster of
genes that are under the control of the same regulatory
sequences/promoter and in the same biological pathway

operon

allele
function

map

note
phenotype
pseudo
pseudogene
standard_name

5.24. Feature Key

Definition

optional qualifiers

Molecule Scope

comment

oriT

origin of transfer; region of a DNA molecule where transfer is
initiated during the process of conjugation or mobilization

allele
bound_moiety
direction
gene
gene_synonym
map

note
rpt_family
rpt_type
rpt_unit_range
rpt_unit_seq
standard_name

DNA

rep_origin must be used to describe origins of replication;
direction qualifier has legal values left, right and both, however
only Teft and right are valid when used in conjunction with the oriT
feature; origins of transfer can be present in the chromosome;
plasmids can contain multiple origins of transfer

5.25. Feature Key

Definition

Optional qualifiers

polyA_site

site on an RNA transcript to which will be added adenine residues by
post-transcriptional polyadenylation

allele

gene
gene_synonym
map

note
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Organism scope

eukaryotes and eukaryotic viruses

5.26. Feature Key

Definition

Ooptional qualifiers

comment

precursor_RNA

any RNA species that is not yet the mature RNA product; may include
NCRNA, rRNA, tRNA,5’ untranslated region (5’UTR), coding sequences
(cps, exon), intervening sequences (intron) and 3’ untranslated
region (3’UTR)

allele
function

gene
gene_synonym
map

note

operon

product
standard_name
trans_splicing

used for RNA which may be the result of post-transcriptional
processing; if the RNA in question is known not to have been
processed, use the prim_transcript key

5.27. Feature Key

Definition

Optional qualifiers

prim_transcript

primary (initial, unprocessed) transcript; may include ncRNA, rRNA,
tRNA, 5’ untranslated region (5’UTR), coding sequences (CDS, exon),
intervening sequences (intron) and 3’ untranslated region (3’UTR)

allele
operon
standard_name

5.28. Feature Key

Definition

Optional qualifiers

comment

primer_bind

non-covalent primer binding site for initiation of replication,
transcription, or reverse transcription; includes site(s) for

synthetic e.g., PCR primer elements

allele

gene
gene_synonym
map

note
standard_name

used to annotate the site on a given sequence to which a primer
molecule binds - not intended to represent the sequence of the
primer molecule itself; since PCR reactions most often involve pairs
of primers, a single primer_bind key may use the

order(location, Tocation) operator with two locations, or a pair of
primer_bind keys may be used
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5.29. Feature Key

Definition

propeptide

propeptide coding sequence; coding sequence for the domain of a
proprotein that is cleaved to form the mature protein product.

function

gene
gene_synonym
map

note

product
pseudo
pseudogene
standard_name

5.30. Feature Key
Definition
Mandatory qualifiers

Optional qualifiers

comment

protein_bind

non-covalent protein binding site on nucleic acid
bound_moiety

allele
function

gene
gene_synonym
map

note

operon
standard_name

note that the regulatory feature key and regulatory_class qualifier
with the value ”ribosome_binding_site” must be used to describe
ribosome binding sites

5.31. Feature Key

Definition

regulatory

any region of a sequence that functions in the regulation of
transcription, translation, replication or chromatin structure;
Mandatory qualifiers regulatory_class

pseudo

pseudogene

standard_name

5.32. Feature Key

Definition

optional qualifiers

repeat_region

region of genome containing repeating units

allele
function
gene
gene_synonym
map

note
rpt_family
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rpt_type
rpt_unit_range
rpt_unit_seq
satellite
standard_name

5.33. Feature Key rep_origin

Definition origin of replication; starting site for duplication of nucleic acid
to give two identical copies

Optional Qualifiers allele
direction
standard_name

comment direction qualifier has valid values: left, right, or both
5.34. Feature Key rRNA
Definition mature ribosomal RNA; RNA component of the ribonucleoprotein

particle (ribosome) which assembles amino acids into proteins

optional qualifiers allele
function
gene
gene_synonym
map
note
operon
product
pseudo
pseudogene
standard_name

Comment rRNA sizes should be annotated with the product qualifier
5.35. Feature Key S_region
Definition switch region of immunoglobulin heavy chains; involved in the

rearrangement of heavy chain DNA Teading to the expression of a
different immunoglobulin class from the same B-cell

Optional qualifiers allele
gene
gene_synonym
map
note
product
pseudo
pseudogene
standard_name
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5.36. Feature Key

Definition

Optional qualifiers

sig_peptide

signal peptide coding sequence; coding sequence for an N-terminal
domain of a secreted protein; this domain is involved in attaching
nascent polypeptide to the membrane Teader sequence

allele
function

gene
gene_synonym
map

note

product
pseudo
pseudogene
standard_name

5.37. Feature Key

Definition

Mandatory qualifiers

source

identifies the source of the sequence; this key 1is mandatory; every
sequence will have a single source key spanning the entire sequence

organism
mol_type

optional qualifiers cell_Tine
cell_type
chromosome

clone

clone_lib
collected_by
collection_date
cultivar
dev_stage
ecotype
environmental_sample
germline
hapTlogroup
haplotype

host
identified_by
isolate
isolation_source
Tab_host

Tat_Ton
macronuclear

map

mating_type

note

organelle
PCR_primers
plasmid
pop_variant
proviral
rearranged
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segment
serotype
serovar

sex

strain
sub_clone
sub_species
sub_strain
tissue_lib
tissue_type
variety

Molecule scope any

5.38. Feature Key stem_loop

Definition hairpin; a double-helical region formed by base-pairing between
adjacent (inverted) complementary sequences in a single strand of
RNA or DNA

Optional qualifiers allele
function
gene
gene_synonym
map
note
operon
standard_name

5.39. Feature Key STS

Definition sequence tagged site; short, single-copy DNA sequence that
characterizes a mapping landmark on the genome and can be detected
by PCR; a region of the genome can be mapped by determining the
order of a series of STSs

Optional qualifiers allele
gene
gene_synonym
map
note
standard_name

Molecule scope DNA

Comment STS location to include primer(s) in primer_bind key or primers
5.40. Feature Key telomere

Definition region of biological interest identified as a telomere and which has

been experimentally characterized

optional qualifiers note
rpt_type
rpt_unit_range
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rpt_unit_seq
standard_name

Ccomment the telomere feature describes the interval of DNA that corresponds
to a specific structure at the end of the linear eukaryotic
chromosome which is required for the integrity and maintenance of
the end; this region is unique compared to the rest of the
chromosome and represents the physical end of the chromosome

5.41. Feature Key TMRNA

Definition transfer messenger RNA; tmRNA acts as a tRNA first, and then as an
MRNA that encodes a peptide tag; the ribosome translates this mRNA
region of tmRNA and attaches the encoded peptide tag to the C-
terminus of the unfinished protein; this attached tag targets the
protein for destruction or proteolysis

optional qualifiers allele
function
gene
gene_synonym
map
note
product
pseudo
pseudogene
standard_name
tag_peptide

5.42. Feature Key transit_peptide

Definition transit peptide coding sequence; coding sequence for an N-terminal
domain of a nuclear-encoded organellar protein; this domain is
involved in post-translational import of the protein into the
organelle

Optional qualifiers allele
function
gene
gene_synonym
map
note
product
pseudo
pseudogene
standard_name

5.43. Feature Key tRNA

Definition mature transfer RNA, a small RNA molecule (75-85 bases Tong) that
mediates the translation of a nucleic acid sequence into an amino
acid sequence

optional qualifiers allele
anticodon
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function

gene
gene_synonym
map

note

product
pseudo
pseudogene
standard_name
trans_splicing

5.44. Feature Key

Definition

optional qualifiers

comment

unsure

a small region of sequenced bases, generally 10 or fewer in its
Tength, whichcould not be confidently identified. Such a region
might contain called bases (a, t, g, or c), or a mixture of called-
bases and uncalled-bases ('n').

allele
compare
gene
gene_synonym
map

note

replace

use the replace qualifier to annotate a deletion, insertion, or
substitution.

5.45. Feature Key

Definition

Optional qualifiers

organism scope

V_region

variable region of immunoglobulin Tight and heavy chains, and T-cell
receptor alpha, beta, and gamma chains; codes for the variable amino
terminal portion; can be composed of V_segments, D_segments,
N_regions, and J_segments

allele

gene
gene_synonym
map

note
product
pseudo
pseudogene

standard_name

eukaryotes

5.46. Feature Key

Definition

V_segment

variable segment of immunoglobulin Tight and heavy chains, and T-
cell receptor alpha, beta, and gamma chains; codes for most of the
variable region (v_region) and the last few amino acids of the
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Optional qualifiers

Teader peptide

allele

gene
gene_synonym
map

note

product
pseudo
pseudogene
standard_name

5.47. Feature Key

Definition

optional qualifiers

comment

variation

a related strain contains stable mutations from the same gene (e.g.,
RFLPs, polymorphisms, etc.) which differ from the presented sequence
at this location (and possibly others)

allele
compare
frequency
gene
gene_synonym
map

note
phenotype
product
replace
standard_name

used to describe alleles, RFLP’s,and other naturally occurring
mutations and polymorphisms; use the replace qualifier to annotate a
deletion, insertion, or substitution; variability arising as a
result of genetic manipulation (e.g. site directed mutagenesis) must
be described with the misc_difference feature;

5.48. Feature Key

Definition

Optional qualifiers

3’UTR

1) region at the 3’ end of a mature transcript (following the stop
codon) that is not translated into a protein;

2) region at the 3' end of an RNA virus (following the Tast stop
codon) that is not translated into a protein;

allele
function

gene
gene_synonym
map

note
standard_name
trans_splicing

Comment The apostrophe character has special meaning in XML, and must be
substituted with “&apos;” in the value of an element. Thus “3’UTR”
must be represented as “3&apos;UTR” in the xML file, i.e.,
<INSDFeature_key>3&apos;UTR</INSDFeature_key>.
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5.49. Feature Key

Definition

Ooptional qualifiers

5’UTR

1) region at the 5’ end of a mature transcript (preceding the
initiation codon) that is not translated into a protein;

2) region at the 5' end of an RNA virus (preceding the first
initiation codon) that is not translated into a protein;

allele
function

gene
gene_synonym
map

note
standard_name
trans_splicing

Comment The apostrophe character has special meaning in XML, and must be
substituted with “&apos;” in the value of an element. Thus “5’UTR”
must be represented as “5&apos;UTR” in the xML file, i.e.,
<INSDFeature_key>5&apos; UTR</INSDFeature_key>.
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6 KsanudmkaTtopbl AnA HyKNeoTUAHbIX NocneaoBaTeNibHOCTEN

[aHHas rnaBa cogepXuT nepeyeHb KBanmdguKkaTopos, KoTopble ByayT MCNONb30BaTLCS AN ONUCaHUS
MPU3HaKOB B HYKMEOTUAHbLIX MocrnefoBaTenbHOCTSAX. KBanudgukaTtopbl nepeyvucrneHbl B andgaBuUTHOM
nopsiakKe.

Ecnm B onncaHnmn kBanndmkaTtopa (Hanpumep, germline) B none Value format ykaszaHo “hone”, anemeHT
INSDQualifier value He AOIDKEH MCMOMNb30BAaTHLCS.

MOXANYWCTA, OBPATUTE BHUMAHME: Mio6oe 3HaueHne kBanmdukaTopa, npegycMoTpeHHoe Ans
KBanudgukatopa co 3HadyeHuem dopmaTa “free text” («cBOGOAHBIA TEKCT»), MOXeT noTpeboBaTtb
nepeBsoda ANs HauMoHamMbHbIX / perMoHanbHbIX Npoueayp.

6.1. Qualifier allele

Definition name of the allele for the given gene

value format free text
(NOTE: this value may require translation for National/Regional
procedures)

Example <INSDQualifier_value>adhl-1</INSDQualifier_value>

comment all gene-related features (exon, CDS etc) for a given gene should

share the same allele qualifier value; the allele qualifier value
must, by definition, be different from the gene qualifier value;
when used with the variation feature key, the allele qualifier
value should be that of the variant.

6.2. Qualifier anticodon

Definition Tocation of the anticodon of tRNA and the amino acid for which it
codes

value format (pos:<location>,aa:<amino_acid>,seq: text>) where <location> is the

position of the anticodon and <amino_acid> is the three letter
abbreviation for the amino acid encoded and <text> is the sequence
of the anticodon

Example
<INSDQualifier_value>(pos:34..36,aa:Phe, seq:aaa)</INSDQualifier_val
ue>
<INSDQualifier_value>(pos:join(5,495..496,aa:Leu, seq:taa)</INSDQual
ifier_value>
<INSDQualifier_value>(pos: complement (4156..4158),aa:Glu,seq:ttg)</I
NSDQualifier_value>

6.3. Qualifier bound_moiety

Definition name of the molecule/complex that may bind to the given feature

value format free text
(NOTE: this value may require translation for National/Regional
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Example

Ccomment

procedures)
<INSDQualifier_value>GAL4</INSDQualifier_value>

A single bound_moiety qualifier is legal on the "misc_binding",
"oriT" and "protein_bind" features.

6.4. Qualifier
Definition

value format

Example

cell_Tine

cell Tine from which the sequence was obtained
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>sMCF7</INSDQualifier_value>

6.5. Qualifier
Definition

value format

Example

cell_type

cell type from which the sequence was obtained
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>leukocyte</INSDQualifier_value>

6.6. Qualifier

Definition

value format

Example

chromosome

chromosome (e.g. Chromosome number) from which the sequence was
obtained

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>l</INSDQualifier_value>
<INSDQualifier_value>X</INSDQualifier_value>

6.7. Qualifier
Definition

value format

clone

clone from which the sequence was obtained

free text
(NOTE: this value may require translation for National/Regional
procedures)

Example <INSDQualifier_value>Tambda-hIL7.3</INSDQualifier_value>
Comment a source feature must not contain more than one clone should
qualifier; where the sequence was obtained from multiple clones it
may be further described in the feature table using the feature key
misc_feature and a note qualifier to specify the multiple clones.
ru/03-26-01 HaTa: ceHTa6pb 2017
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6.8. ualifier

Definition

value format

Example

clone_lib

clone Tibrary from which the sequence was obtained
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>lambda-hIL7</INSDQualifier_value>

6.9. Qualifier

Definition

value format

Example

codon_start

indicates the offset at which the first complete codon of a coding
feature can be found, relative to the first base of that feature.

lor 2or3

<INSDQualifier_value>2</INSDQualifier_value>

6.10. Qualifier
Definition

value format

Example

collected_by

name of persons or institute who collected the specimen
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>Dan Janzen</INSDQualifier_value>

6.11. Qualifier
Definition
value format

Example

comment

collection_date

date that the specimen was collected
YYYY-MM-DD, YYYY-MM or YYYY

<INSDQualifier_value>1952-10-21</INSDQualifier_value>
<INSDQualifier_value>1952-10</INSDQualifier_value>
<INSDQualifier_value>1952</INSDQualifier_value>

'YYYY' is a four-digit value representing the year. 'MM' is a two-
digit value representing the month. 'DD' is a two-digit value
representing the day of the month.

6.12. Qualifier

Definition

value format

Example

compare

Reference details of an existing public INSD entry to which a
comparison is made

[accession-number.sequence-version]

<INSDQualifier_value>AJ634337.1</INSDQualifier_value>
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comment

This qualifier may be used on the following features:
misc_difference, unsure, and variation. Multiple compare qualifiers
with different contents are allowed within a single feature. This
qualifier is not intended for large-scale annotation of variations,
such as SNPs.

6.13. Qualifier

Definition

value format

Example

comment

cultivar

cultivar (cultivated variety) of plant from which sequence was
obtained

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>Nipponbare</INSDQualifier_value>
<INSDQualifier_value>Tenuifolius</INSDQualifier_value>
<INSDQualifier_value>Candy Cane</INSDQualifier_value>
<INSDQualifier_value>IR36</INSDQualifier_value>

"cultivar’ is applied solely to products of artificial selection;
use the variety qualifier for natural, named plant and fungal
varieties.

6.14. Qualifier

Definition

value format

Example

dev_stage

if the sequence was obtained from an organism in a specific
developmental stage, it is specified with this qualifier

free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>fourth instar Tarva</INsDQualifier_value>

6.15. Qualifier
Definition

value format

Example

comment

direction

direction of DNA replication

Teft, right, or both
where left indicates toward the 5’ end of the sequence (as
presented) and right indicates toward the 3’ end

<INSDQualifier_value>Teft</INSDQualifier_value>

The values left, right, and both are permitted when the direction
qualifier is used to annotate a rep_origin feature key. However,
only Teft and right values are permitted when the direction
qualifier is used to annotate an oriT feature key.

6.16. Qualifier

Definition

EC_number

Enzyme Commission number for enzyme product of sequence
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value format

Example

comment

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>1.1.2.4</INSbQualifier_value>
<INSDQualifier_value>1.1.2.-</INSDQualifier_value>
<INSDQualifier_value>1.1.2.n</INSbQualifier_value>

valid values for EC numbers are defined in the 1ist prepared by the
Nomenclature Committee of the International Union of Biochemistry
and Molecular Biology (NC-IUBMB) (published in Enzyme Nomenclature
1992, Academic Press, San Diego, or a more recent revision

thereof) .The format represents a string of four numbers separated
by full stops; up to three numbers starting from the end of the
string may be replaced by dash "-" to indicate uncertain
assignment. Symbol "n" may be used in the last position instead of
a number where the EC number 1is awaiting assignment. Please note

that such incomplete EC numbers are not approved by NC-IUBMB.

6.17. Qualifier

Definition

value Format

Example

comment

ecotype

a population within a given species displaying genetically based,
phenotypic traits that reflect adaptation to a local habitat

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>Columbia</INSDQualifier_value>

an example of such a population is one that has adapted hairier
than normal leaves as a response to an especially sunny habitat.
"Ecotype’ is often applied to standard genetic stocks of
Arabidopsis thaliana, but it can be applied to any sessile
organism.

6.18. Qualifier

Definition

value format

environmental_sample

identifies sequences derived by direct molecular isolation from a
bulk environmental DNA sample (by PCR with or without subsequent
cloning of the product, DGGE, or other anonymous methods) with no
reliable identification of the source organism. Environmental
samples include clinical samples, gut contents, and other sequences
from anonymous organisms that may be associated with a particular
host. They do not include endosymbionts that can be reliably
recovered from a particular host, organisms from a readily
identifiable but uncultured field sample (e.g., many
cyanobacteria), or phytoplasmas that can be reliably recovered from
diseased plants (even though these cannot be grown in axenic
culture)

none

Comment used only with the source feature key; source feature keys
containing the environmental_sample qualifier should also contain
the isolation_source qualifier;a source feature including the
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environmental_sample qualifier must not include the strain
qualifier.

6.19. Qualifier

Definition

value format

Example

comment

exception

indicates that the coding region cannot be translated using
standard biological rules

one of the following controlled vocabulary phrases:
RNA editing

rearrangement required for product

annotated by transcript or proteomic data

<INSDQualifier_value>RNA editing</INSDQualifier_value>
<INSDQualifier_value>rearrangement required for
product</INSDQualifier_value>

only to be used to describe biological mechanisms such as RNA
editing; protein translation of a CDS with an exception qualifier
will be different from the corresponding conceptual translation;
must not be used where transl_except qualifier would be adequate,
e.g. in case of stop codon completion use.

6.20. Qualifier
Definition

value format

Example

frequency

frequency of the occurrence of a feature

free text representing the proportion of a population carrying the
feature expressed as a fraction

(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>23/108</INSDQualifier_value>
<INSDQualifier_value>l in 12</INsbQualifier_value>
<INSDQualifier_value>0.85</INSDQualifier_value>

6.21. Qualifier

Definition

value format

Example

comment

function

function attributed to a sequence

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_valuesessential for recognition of cofactor
</INSDQualifier_value>

The function qualifier is used when the gene name and/or product
name do not convey the function attributable to a sequence.

6.22. Qualifier

Definition

gene

symbol of the gene corresponding to a sequence region

ru/03-26-01

Hata: ceHTa6pb 2017



CIPABO4YHUK 10 UHOOPMALIMA N JOKYMEHTALU
B OBJIACTH NPOMbILLITEHHON COBCTBEHHOCTH

WIPO

\NTEL.LECYU»QL PROPERTY

Crangaptel — ST.26 crpanuna: 3.26.1.31

value format

Example

comment

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>ilvE</INSDQualifier_value>

Use gene qualifier to provide the gene symbol; use standard_name
qualifier to provide the full gene name.

6.23. Qualifier

Definition

value format

Example

Ccomment

gene_synonym

synonymous, replaced, obsolete or former gene symbol

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>Hox-3.3</INSDQualifier_value>
in a feature where the gene qualifier value is Hoxc6

used where it is helpful to indicate a gene symbol synonym; when
the gene_synonym qualifier is used, a primary gene symbol must
always be indicated in a gene qualifier

6.24. Qualifier

Definition

value format

Ccomment

germline

the sequence presented has not undergone somatic rearrangement as
part of an adaptive immune response; it is the unrearranged
sequence that was inherited from the parental germline

none

germline qualifier must not be used to indicate that the source of
the sequence is a gamete or germ cell; germline and rearranged
qualifiers must not be used in the same source feature; germline
and rearranged qualifiers must only be used for molecules that can
undergo somatic rearrangements as part of an adaptive immune
response; these are the T-cell receptor (TCR) and immunoglobulin
Toci in the jawed vertebrates, and the unrelated variable
Tymphocyte receptor (VLR) locus in the jawless fish (Tampreys and
hagfish); germline and rearranged qualifiers should not be used
outside of the Craniata (taxid=89593)

6.25. Qualifier

Definition

value format

hapTogroup

name for a group of similar haplotypes that share some sequence
variation. Haplogroups are often used to track migration of
population groups.

free text
(NOTE: this value may require translation for National/Regional
procedures)

ru/03-26-01
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Example

<INSDQualifier_value>H*</INSDQualifier_value>

6.26. Qualifier

Definition

value format

Example

haplotype

name for a specific set of alleles that are 1linked together on the

same physical chromosome. In the absence of recombination, each
haplotype 1is inherited as a unit, and may be used to track gene
flow in populations.

free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>Dw3 B5 Cwl Al</INSDQualifier_value>

6.27. Qualifier

Definition

value format

Example

host

natural (as opposed to Taboratory) host to the organism from which

sequenced molecule was obtained

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>Homo sapiens</INSDQualifier_value>
<INSDQualifier_value>Homo sapiens 12 year old
girl</INsbqQualifier_value>

<INSDQualifier_value>Rhizobium NGR234</INSDQualifier_value>

6.28. Qualifier
Definition

value format

Example

identified_by

name of the expert who identified the specimen taxonomically
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>John Burns</INSDQualifier_value>

6.29. Qualifier
Definition

value format

Example

isolate

individual isolate from which the sequence was obtained

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>Patient #152</INSDQualifier_value>
<INSDQualifier_value>DGGE band PSBAC-13</INSDQualifier_value>

6.30. Qualifier

Definition

isolation_source

describes the physical, environmental and/or Tocal geographical

ru/03-26-01
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value format

Examples

comment

source of the biological sample from which the sequence was derived

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>rumen isolates from standard Pelleted ration-
fed steer #67</INSDQualifier_value>
<INSDQualifier_value>permanent Antarctic sea
ice</INSDQualifier_value>

<INSDQualifier_value>denitrifying activated sTudge from
carbon_limited continuous reactor</INSDQualifier_value>

used only with the source feature key; source feature keys
containing an environmental_sample qualifier should also contain an
isolation_source qualifier

6.31. Qualifier

Definition

value format

Example

comment

Tab_host

scientific name of the Taboratory host used to propagate the source
organism from which the sequenced molecule was obtained

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>Gallus gallus</INSDQualifier_value>
<INSDQualifier_value>Gallus gallus embryo</INSDQualifier_value>
<INSDQualifier_value>Escherichia coli strain DH5
alpha</INsbQualifier_value>

<INSDQualifier_valuesHomo sapiens HelLa cells</INSDQualifier_value>

the full binomial scientific name of the host organism should be
used when known; extra conditional information relating to the host
may also be included

6.32. Qualifier

Definition

value format

Example

Tat_lon

geographical coordinates of the Tocation where the specimen was
collected

free text - degrees latitude and longitude in format "d[d.dddd] N|sS
d[dd.dddd] w|E"

(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>47.94 N 28.12 w</INSDQualifier_value>
<INSDQualifier_value>45.0123 S 4.1234 E</INSDQualifier_value>

6.33. Qualifier

Definition

macronuc lear

if the sequence shown is DNA and from an organism which undergoes
chromosomal differentiation between macronuclear and micronuclear
stages, this qualifier is used to denote that the sequence is from
macronuclear DNA
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value format

none

6.34. Qualifier

Definition

value format

Example

map

genomic map position of feature
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>8ql2- ql3</INSDQualifier_value>

6.35. Qualifier

Definition

value format

Examples

comment

mating_type

mating type of the organism from which the sequence was obtained;
mating type is used for prokaryotes, and for eukaryotes that
undergo meiosis without sexually dimorphic gametes

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>sMAT-1</INSDQualifier_value>
<INSDQualifier_value>plus</INSDQualifier_value>
<INSDQualifier_value>-</INSDQualifier_value>
<INSDQualifier_value>odd</INSDQualifier_value>
<INSDQualifier_value>even</INSDQualifier_value>"

mating_type qualifier values male and female are valid in the
prokaryotes, but not in the eukaryotes;
for more information, see the entry for the sex qualifier.

6.36. Qualifier

Definition

value format

mobile_element_type

type and name or identifier of the mobile element which is
described by the parent feature

<mobile_element_type>[ :<mobile_element_name>]

where <mobile_element_type> is one of the following:
transposon

retrotransposon

integron

insertion sequence

non-LTR retrotransposon

SINE
MITE
LINE
other
Example <INSDQualifier_value>transposon:Tnp9</INSDQualifier_value>
Comment mobile_element_type is legal on mobile_element feature key only.
Mobile element should be used to represent both elements which are
currently mobile, and those which were mobile in the past. Value
ru/03-26-01 HaTa: ceHT6pb 2017
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"other" for <mobile_element_type> requires a <mobile_element_name>

6.37. Qualifier

Definition

value format

Example

Ccomment

mod_base

abbreviation for a modified nucleotide base
modified base abbreviation chosen from this Annex, Section 2

<INSDQualifier_value>m5c</INSDQualifier_value>
<INSDQualifier_value>0THER</INSDQualifier_value>

specific modified nucleotides not found in paragraph 2 of this
Annex are annotated by entering OTHER as the value for the mod_base
qualifier and including a note qualifier with the full name of the
modified base as its value

6.38. Qualifier
Definition

value format

Example

Ccomment

mol_type

molecule type of sequence

one chosen from the following:
genomic DNA
genomic RNA
MRNA

TRNA

rRNA

other RNA
other DNA
transcribed RNA
viral cRNA
unassigned DNA
unassigned RNA

<INSDQualifier_value>genomic DNA</INSDQualifier_value>
<INSDQualifier_value>other RNA</INSDQualifier_value>

mol_type qualifier is mandatory on the source feature key; the
value "genomic DNA" does not imply that the molecule 1is nuclear
(e.g. organelle and plasmid DNA must be described using "genomic
DNA"); ribosomal RNA genes must be described using "genomic DNA";
"rRNA" must only be used if the ribosomal RNA molecule itself has
been sequenced; values "other RNA" and "other DNA" must be applied
to synthetic molecules, values "unassigned DNA", "unassigned RNA"
must be applied where in vivo molecule 1is unknown.

6.39. Qualifier

Definition

value format

NcRNA_class

a structured description of the classification of the non-coding
RNA described by the ncRNA parent key

TYPE

where TYPE is one of the following controlled vocabulary terms or
phrases:

antisense_RNA

autocatalytically_spliced_intron

ru/03-26-01
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Example

comment

ribozyme
hammerhead_ribozyme
RNase_P_RNA
RNase_MRP_RNA
telomerase_RNA
guide_RNA
rasiRNA

SCRNA

SiRNA

mMiRNA

piRNA

SNORNA

SNRNA

SRP_RNA"
vault_RNA
Y_RNA

other

<INSDQualifier_valuesautocatalytically_spliced_intron
</INSDQualifier_value>
<INSDQualifier_value>siRNA</INSDQualifier_value>
<INSDQualifier_value>scRNA</INSDQualifier_value>
<INSDQualifier_value>other</INsDQualifier_value>

specific ncRNA types not yet in the ncRNA_class controlled
vocabulary must be annotated by entering other as the ncRNA_class
qualifier value, and providing a brief explanation of novel
NcRNA_class in a note qualifier

6.40. Qualifier
Definition

value format

Example

note

any comment or additional information

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>A comment about the
feature</INSDQualifier_value>

6.41. Qualifier

Definition

value format

number

a number to indicate the order of genetic elements (e.g. exons or
introns) in the 5’ to 3’ direction

free text (with no whitespace characters)
(NOTE: this value may require translation for National/Regional
procedures)

Example <INSDQualifier_value>4</INSDQualifier_value>
<INSDQualifier_value>6B</INSDQualifier_value>
comment text limited to integers, Tletters or combination of integers and/or
Tetters represented as a data value that contains no whitespace
characters; any additional terms should be included in a
ru/03-26-01 HaTa: ceHTa6pb 2017
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standard_name qualifier. Example: a number qualifier with a value
of 2A and a standard_name qualifier with a value of long

6.42. Qualifier

Definition

value format

Example

operon

name of the group of contiguous genes transcribed into a single
transcript to which that feature belongs

free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>lac</INSDQualifier_value>

6.43. Qualifier

Definition

value format

Examples

organelle

type of membrane-bound intracellular structure from which the
sequence was obtained

one of the following controlled vocabulary terms and phrases:
chromatophore
hyrogenosome
mitochondrion

nucleomorph

plastid
mitochondrion:kinetoplast
plastid:chloroplast
plastid:apicoplast
plastid: chromoplast
plastid: cyanelle

plastid: leucoplast
plastid:proplastid,

<INSDQualifier_value>chromatophore</INSDQualifier_value>
<INSDQualifier_value>hydrogenosome</INSDQualifier_value>
<INSDQualifier_valuesmitochondrion</INSDQualifier_value>
<INSDQualifier_value>nucleomorph</INSDQualifier_value>
<INSDQualifier_value>plastid</INSDQualifier_value>
<INSDQualifier_valuesmitochondrion:kinetoplast</INsDQualifier_value
>
<INSDQualifier_value>plastid:chloroplast</INSDQualifier_value>
<INSDQualifier_value>plastid:apicoplast</INSDQualifier_value>
<INSDQualifier_value>plastid:chromoplast</INSDQualifier_value>
<INSDQualifier_value>plastid:cyanelle</INSDQualifier_value>
<INSDQualifier_value>plastid: Teucoplast</INSDQualifier_value>
<INSDQualifier_value>plastid:proplastid</INSDQualifier_value>

6.44. Qualifier

Definition

value format

organism

scientific name of the organism that provided the sequenced genetic
material, if known, or the available taxonomic information if the
organism is unclassified; or an indication that the sequence is a
synthetic construct

free text

ru/03-26-01
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Example

(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>Homo sapiens</INSDQualifier_value>

6.45. Qualifier

Definition

value format

Example

comment

PCR_primers

PCR primers that were used to amplify the sequence. A single
/PCR_primers qualifier should contain all the primers used for a
single PCR reaction. If multiple forward or reverse primers are
present in a single PCR reaction, multiple sets of fwd_name/fwd_seq
or rev_name/rev_seq values will be present

[fwd_name: XxxX1, ]Jfwd_seq: xxxxx1,[fwd_name: xXX2, ]fwd_seq:
XXXxx2, [rev_name: YYYl, Jrev_seq: yyyyyl,[rev_name: YYY2,
lrev_seq: yyyyy2

<INSDQualifier_value>fwd_name: colPl, fwd_seq:
ttgattttttggtcayccwgaagt,rev_name: COlR4, rev_seq:
ccwvytardcctarraartgttg</INsbQualifier_value>
<INSDQualifier_value>fwd_name: hogel, fwd_seq: cgkgtgtatcttact,
rev_name: hoge2, rev_seq:
cg&1t;i&gt;gtgtatcttact</INSDQualifier_value>
<INSDQualifier_value>fwd_name: COolPl, fwd_seq:
ttgattttttggtcayccwgaagt, fwd_name: colpP2, fwd_seq:
gatacacaggtcayccwgaagt, rev_name: CO1R4, rev_seq:
ccwvytardcctarraartgttg</INsbQualifier_value>

fwd_seq and rev_seq are both mandatory; fwd_name and rev_name are
both optional.Both sequences must be presented in 5’>3’ order. The
sequences must be given in the symbols from Annex 1, paragraph 1,
except for the modified bases, which must be enclosed within angle
brackets < >. 1In XML, the angle brackets < and > must be
substituted with &1t; and &gt; since they are reserved characters
in XML.

6.46. Qualifier

Definition

value format

Example

phenotype

phenotype conferred by the feature, where phenotype is defined as a
physical, biochemical or behavioural characteristic or set of
characteristics

free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>erythromycin resistance</INSDQualifier_value>

6.47. Qualifier

Definition

plasmid

name of naturally occurring plasmid from which the sequence was
obtained, where plasmid is defined as an independently replicating
genetic unit that cannot be described by chromosome or segment
qualifiers

ru/03-26-01
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value format

Example

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>pC589</INSDQualifier_value>

6.48. Qualifier

Definition

value format

Example

pop_variant

name of subpopulation or phenotype of the sample from which the
sequence was derived

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>popl</INSDQualifier_value>
<INSDQualifier_value>Bear Paw</INSDQualifier_value>

6.49. Qualifier

Definition

value format

Example

product

name of the product associated with the feature, e.g. the mRNA of
an mRNA feature, the polypeptide of a CDS, the mature peptide of a
mat_peptide, etc.

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>trypsinogen</INSDQualifier_value> (when
qualifier appears in CDS feature)
<INSDQualifier_value>trypsin</INsbQualifier_value> (when qualifier
appears in mat_peptide feature)

<INSDQualifier_value>XYz neural-specific
transcript</INSDQualifier_value> (when qualifier appears in mRNA
feature)

6.50. Qualifier

Definition

value format

Example

protein_id

protein sequence identification number, an integer used in a
sequence listing to designate the protein sequence encoded by the
coding sequence identified in the corresponding CDS feature key and
translation qualifier

an integer greater than zero

<INSDQualifier_value>89</INSbQualifier_value>

6.51. Qualifier

Definition

value format

proviral

this qualifier is used to flag sequence obtained from a virus or
phage that is integrated into the genome of another organism

none
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6.52. Qualifier

Definition

value format

Ccomment

pseudo

indicates that this feature is a non-functional version of the
element named by the feature key

none
The qualifier pseudo should be used to describe non-functional

genes that are not formally described as pseudogenes, e.g. CDS has
no translation due to other reasons than pseudogenization events.
Other reasons may include sequencing or assembly errors. In order
to annotate pseudogenes the qualifier pseudogene must be used,
indicating the TYPE of pseudogene.

6.53. Qualifier

Definition

value format

Example

Ccomment

pseudogene

indicates that this feature is a pseudogene of the element named by
the feature key

TYPE

where TYPE is one of the following controlled vocabulary terms or
phrases:

processed

unprocessed

unitary

allelidic

unknown

<INSDQualifier_value>processed</INSbQualifier_value>
<INSDQualifier_value>unprocessed</INSbQualifier_value>
<INSDQualifier_valuesunitary</INSDQualifier_value>
<INSDQualifier_value>allelic</INSDQualifier_value>
<INSDQualifier_value>unknown</INSbQualifier_value>

Definitions of TYPE values:

processed - the pseudogene has arisen by reverse transcription of a
MRNA into cDNA, followed by reintegration into the genome.
Therefore, it has lost any intron/exon structure, and it might have
a pseudo-polyA-tail.

unprocessed - the pseudogene has arisen from a copy of the parent
gene by duplication followed by accumulation of random mutations.
The changes, compared to their functional homolog, include
insertions, deletions, premature stop codons, frameshifts and a
higher proportion of non-synonymous versus synonymous
substitutions.

unitary - the pseudogene has no parent. It is the original gene,
which is functional is some species but disrupted in some way
(indels, mutation, recombination) in another species or strain.
allelic - a (unitary) pseudogene that is stable in the population
but importantly it has a functional alternative allele also in the
population. i.e., one strain may have the gene, another strain may
have the pseudogene. MHC haplotypes have allelic pseudogenes.
unknown - the submitter does not know the method of
pseudogenization.
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6.54. Qualifier

Definition

value format

comment

rearranged

the sequence presented in the entry has undergone somatic
rearrangement as part of an adaptive immune response; it is not the
unrearranged sequence that was inherited from the parental germline

none

The rearranged qualifier must not be used to annotate chromosome
rearrangements that are not involved in an adaptive immune
response; germline and rearranged qualifiers must not be used 1in
the same source feature; germline and rearranged qualifiers must
only be used for molecules that can undergo somatic rearrangements
as part of an adaptive immune response; these are the T-cell
receptor (TCR) and immunoglobulin Toci in the jawed vertebrates,
and the unrelated variable lymphocyte receptor (VLR) Tlocus in the
jawless fish (lampreys and hagfish); germline and rearranged
qualifiers should not be used outside of the Craniata (taxid=89593)

6.55. Qualifier

Definition

value format

Example

comment

recombination_class

a structured description of the classification of recombination
hotspot region within a sequence

TYPE

where TYPE is one of the following controlled vocabulary terms or
phrases:

mitotic_recombination

non_allelic_homologous_recombination_region

chromosome_breakpoint

<INSDQualifier_value>meiotic recombination</INSDQualifier_value>
<INSDQualifier_value>chromosome_breakpoint</INSDQualifier_value>
specific recombination classes not yet in the recombination_class
controlled vocabulary must be annotated by entering “other” as the

recombination_class qualifier value and providing a brief
explanation of the novel recombination_class in a note qualifier

6.56. Qualifier

Definition

value format

regulatory_class

a structured description of the classification of transcriptional,
translational, replicational and chromatin structure related
regulatory elements in a sequence

TYPE

where TYPE is one of the following controlled vocabulary terms or
phrases:

DNase_I_hypersensitive_site

ru/03-26-01
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Example

comment

enhancer_bTlocking_element
imprinting_control_region
insulator
Tocus_control_region
matrix_attachment_region
minus_35_signal
minus_10_signal
recoding_stimulatory_region
replication_regulatory_region
response_element
polyA_signal_sequence
ribosome_binding_site
riboswitch

silencer

TATA_box
transcriptional_cis_regulatory_region
other

<INSDQualifier_value>promoter</INSsbQualifier_value>
<INSDQualifier_value>enhancer</INSbQualifier_value>
<INSDQualifier_value>ribosome_binding_site</INSDQualifier_value>

specific regulatory classes not yet in the regulatory_class
controlled vocabularymust be annotated by entering “other” as the
regulatory_class qualifier value and providing a brief explanation
of the novel regulatory_class in a note qualifier

6.57. Qualifier

Definition

value format

Example

replace

indicates that the sequence identified in a feature’s location is
replaced by the sequence shown in the qualifier’s value; if no
sequence (i.e., no value) is contained within the qualifier, this
indicates a deletion

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>a</INSDQualifier_value>
<INSDQualifier_value></INSDQualifier_value> - for a deletion

6.58. Qualifier

Definition

value format

ribosomal_sTippage

during protein translation, certain sequences can program ribosomes
to change to an alternative reading frame by a mechanism known as
ribosomal sTlippage

none

comment a join operator, e.g.: [join(486..1784,1787..4810)] must be used 1in
the cbs feature location to indicate the Tocation of
ribosomal_sT1ippage
ru/03-26-01 HaTa: ceHTa6pb 2017
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6.59. Qualifier

Definition

value format

Example

rpt_family

type of repeated sequence; "Alu" or "Kpn", for example
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>ATu</INSDQualifier_value>

6.60. Qualifier
Definition

value format

Example

Ccomment

rpt_type

structure and distribution of repeated sequence

one of the following controlled vocabulary terms or phrases:
tandem

direct

inverted

flanking

nested

dispersed

Tong_terminal_repeat
non_Tltr_retrotransposon_polymeric_tract
centromeric_repeat

telomeric_repeat
x_element_combinatorial_repeat
y_prime_element

other

<INSDQualifier_value>inverted</INSDQualifier_value>
<INSDQualifier_value>long_terminal_repeat</INSDQualifier_value>

Definitions of the values:

tandem - a repeat that exists adjacent to another in the same
orientation;

direct - a repeat that exists not always adjacent but is in the
same orientation;

inverted - a repeat pair occurring in reverse orientation to one
another on the same molecule;

flanking - a repeat lying outside the sequence for which it has
functional significance (eg. transposon insertion target sites);
nested - a repeat that is disrupted by the insertion of another
element;

dispersed - a repeat that is found dispersed throughout the genome;
terminal - a repeat at the ends of and within the sequence for
which it has functional significance (eg. transposon LTRS);
Tong_terminal_repeat - a sequence directly repeated at both ends of
a defined sequence, of the sort typically found in retroviruses;
non_ltr_retrotransposon_polymeric_tract - a polymeric tract, such
as poly(dA), within a non LTR retrotransposon;

centromeric_repeat - a repeat region found within the modular
centromere;

telomeric_repeat - a repeat region found within the telomere;
x_element_combinatorial_repeat - a repeat region located between

ru/03-26-01
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the X element and the telomere or adjacent Y' element;
y_prime_element - a repeat region located adjacent to telomeric
repeats or X element combinatorial repeats, either as a single copy
or tandem repeat of two to four copies;

other - a repeat exhibiting important attributes that cannot be
described by other values.

6.61. Qualifier
Definition

value format

Example

comment

rpt_unit_range

Tocation of a repeating unit expressed as a range

<base_range> - where <base_range> is the first and last base
(separated by two dots) of a repeating unit

<INSDQualifier_value>202..245</INSDQualifier_value>
used to indicate the base range of the sequence that constitutes a

repeating unit within the region specified by the feature keys oriT
and repeat_region.

6.62. Qualifier

Definition

value format

Example

Ccomment

rpt_unit_seq

identity of a repeat sequence

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>aagggc</INSDQualifier_value>
<INSDQualifier_value>ag(5)tg(8)</INSDQualifier_value>
<INSDQualifier_value>(AAAGA)6 (AAAA) 1 (AAAGA) 12</INSDQualifier_value>

used to indicate the 1literal sequence that constitutes a repeating
unit within the region specified by the feature keys oriT and
repeat_region

6.63. Qualifier

Definition

value format

satellite

identifier for a satellite DNA marker, compose of many tandem
repeats (identical or related) of a short basic repeated unit

<satellite_type>[:<class>] [ <identifier>] - where <satellite_type>
is one of the following:

satellite;

microsatel 1 te;

minisatellite

Example <INSDQualifier_valuessatellite: Sla</INSDQualifier_value>
<INSDQualifier_value>satellite: alpha</INsbQualifier_value>
<INSDQualifier_value>satellite: gamma III</INSDQualifier_value>
<INSDQualifier_value>microsatellite: DC130</INSDQualifier_value>

Comment many satellites have base composition or other properties that
differ from those of the rest of the genome that allows them to be
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identified.

6.64. Qualifier

Definition

value format

Example

segment

name of viral or phage segment sequenced
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>6</INSDQualifier_value>

6.65. Qualifier

Definition

value format

Example

comment

serotype

serological variety of a species characterized by its antigenic
properties

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>Bl</INSDQualifier_value>

used only with the source feature key; the Bacteriological Code
recommends the use of the term ’serovar’ instead of ’serotype’ for
the prokaryotes; see the International Code of Nomenclature of
Bacteria (1990 Revision) Appendix 10.B "Infraspecific Terms".

6.66. Qualifier

Definition

value format

Example

comment

serovar

serological variety of a species (usually a prokaryote)
characterized by its antigenic properties

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>0157:H7</INSDQualifier_value>

used only with the source feature key; the Bacteriological Code
recommends the use of the term ’serovar’ instead of ’serotype’ for
prokaryotes; see the International Code of Nomenclature of Bacteria
(1990 Revision) Appendix 10.B "Infraspecific Terms".

6.67. Qualifier

Definition

value format

sex

sex of the organism from which the sequence was obtained; sex is
used for eukaryotic organisms that undergo meiosis and have
sexually dimorphic gametes

free text
(NOTE: this value may require translation for National/Regional
procedures)
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Examples

comment

<INSDQualifier_value>female</INSDQualifier_value>
<INSDQualifier_value>male</INSDQualifier_value>
<INSDQualifier_valueshermaphrodite</INSDQualifier_value>
<INSDQualifier_value>unisexual</INSDQualifier_value>
<INSDQualifier_value>bisexual</INSDQualifier_value>
<INSDQualifier_value>asexual</INSbQualifier_value>
<INSDQualifier_value>monoecious</INSDQualifier_value> [or
monecious]

<INSDQualifier_value>dioecious</INSDQualifier_value> [or diecious]

The sex qualifier should be used (instead of mating_type qualifier)
in the Metazoa, Embryophyta, Rhodophyta & Phaeophyceae; mating_type
qualifier should be used (instead of sex qualifier) in the
Bacteria, Archaea & Fungi; neither sex nor mating_type qualifiers
should be used in the viruses; outside of the taxa listed above,
mating_type qualifier should be used unless the value of the
qualifier is taken from the vocabulary given in the examples above

6.68. Qualifier
Definition

value format

Example

comment

standard_name

accepted standard name for this feature

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>dotted</INSDQualifier_value>
use standard_name qualifier to give full gene name, but use gene

qualifier to give gene symbol (in the above example gene qualifier
value is Dt).

6.69. Qualifier
Definition

value format

Example

comment

strain

strain from which sequence was obtained

free text

(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>BALB/c</INSDQualifier_value>

feature entries including a strain qualifier must not include the
environmental_sample qualifier

6.70. Qualifier
Definition

value format

Example

sub_cTone

sub-clone from which sequence was obtained
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>lambda-hIL7.20g</INSDQualifier_value>
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comment

a source feature must not contain more than one sub_clone
qualifier; to indicate that the sequence was obtained from multiple
sub_clones, multiple sources may be further described using the
feature key “misc_feature” and the qualifier “note”

6.71. Qualifier
Definition

value format

Example

sub_species

name of sub-species of organism from which sequence was obtained
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>Tactis</INSDQualifier_value>

6.72. Qualifier

Definition

value format

Example

comment

sub_strain

name or identifier of a genetically or otherwise modified strain
from which sequence was obtained, derived from a parental strain
(which should be annotated in the strain qualifier). sub_strain
from which sequence was obtained

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>abis</INSDQualifier_value>

must be accompanied by a strain qualifier in a source feature;if
the parental strain is not given, the modified strain should be
annotated in the strain qualifier instead of sub_strain. For
example, either a strain qualifier with the value K-12 and a
substrain qualifier with the value MG1655 or a strain qualifier
with the value MG1655

6.73. Qualifier

Definition

value format

Example

comment

tag_peptide

base location encoding the polypeptide for proteolysis tag of tmRNA
and its termination codon

<base_range> - where <base_range> provides the first and last base
(separated by two dots) of the location for the proteolysis tag

<INSDQualifier_value>90. .122</INSDQualifier_value>
it is recommended that the amino acid sequence corresponding to the

tag_peptide be annotated by describing a 5’ partial CDS feature;
e.g. CDS with a location of <90..122

6.74. Qualifier

Definition

value format

tissue_l1ib

tissue library from which sequence was obtained

free text
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Example

(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>tissue library 772</INSDQualifier_value>

6.75. Qualifier
Definition

value format

Example

tissue_type

tissue type from which the sequence was obtained
free text
(NOTE: this value may require translation for National/Regional

procedures)

<INSDQualifier_value>1liver</INSDQualifier_value>

6.76. Qualifier

Definition

value format

Example

comment

transl_except

translational exception: single codon the translation of which does
not conform to genetic code defined by organism or transl_table.

(pos:location,aa:<amino_acid>) where <amino_acid> is the three
Tetter abbreviation for the amino acid coded by the codon at the
base_range position

<INSDQualifier_value>(pos:213..215,aa:Trp) </INSDQualifier_value>
<INSDQualifier_value>(pos:462..464,aa:0THER) </INSDQualifier_value>
<INSDQualifier_value>(pos:1017,aa:TERM) </INSDQualifier_value>
<INSDQualifier_value>(pos:2000..2001,aa: TERM)
</INSDQualifier_value>

if the amino acid is not one of the specific amino acids Tisted 1in
Annex 1, paragraph 3, use OTHER as <amino_acid> and provide the
name of the unusual amino acid in a note qualifier; for modified
amino-acid selenocysteine use three letter abbreviation ’Sec’ (one
Tetter symbol U’ in amino-acid sequence) for <amino _acid>; for
modified amino-acid pyrrolysine use three letter abbreviation ’Pyl’
(one letter symbol ’0’1in amino-acid sequence) for <amino _acid>;
for partial termination codons where TAA stop codon 1is completed by
the addition of 3’ A residues to the mRNA either a single
base_position or a base_range is used for the Tocation, see the
third and fourth examples above, in conjunction with a note
qualifier indicating ‘stop codon completed by the addition of 3’ A
residues to the mRNA’.

6.77. Qualifier

Definition

value format

transi_table

definition of genetic code table used if other than universal or
standard genetic code table. Tables used are described in this
Annex

<integer>
where <integer> is the number assigned to the genetic code table

Example <INSDQualifier_value>3</INSDQualifier_value> - example where the
yeast mitochondrial code is to be used
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comment

if the transl_table qualifier is not used to further annotate a CDS
feature key, then the CDS 1is translated using the Standard Code

(i.e. Universal Genetic Code). Genetic code exceptions outside the
range of specified tables are reported in transl_except qualifiers.

6.78. Qualifier

Definition

value format

Ccomment

trans_splicing

indicates that exons from two RNA molecules are ligated in
intermolecular reaction to form mature RNA

none

should be used on features such as CDS, mRNA and other features
that are produced as a result of a trans-splicing event. This
qualifier must be used only when the splice event is indicated in
the "join" operator, e.g.

join(complement (69611..69724),139856..140087) 1in the feature
Tocation

6.79. Qualifier

Definition

value format

Example

comment

translation

one-Tletter abbreviated amino acid sequence derived from either the
standard (or universal) genetic code or the table as specified in a
trans1_table qualifier and as determined by an exception in the
transl_except qualifier

contiguous string of one-letter amino acid abbreviations from this
Annex paragraph 3, "X" is to be used for AA exceptions.

<INSDQuali fier_value>MASTFPPWYRGCASTPSLKGLIMCTW</INSDQualifier_value>

to be used with CDS feature only; must be accompanied by protein_id
qualifier when the translation product contains four or more
specifically defined amino acids; see transl_table for definition
and location of genetic code Tables; only one of the qualifiers
translation, pseudo and pseudogene are permitted to further
annotate a CDS feature.

6.80. Qualifier

Definition

value format

variety

variety (= varietas, a formal Linnaean rank) of organism from which
sequence was derived.

free text
(NOTE: this value may require translation for National/Regional
procedures)

Example <INSDQualifier_value>insularis</INSDQualifier_value>
comment use the cultivar qualifier for cultivated plant varieties, i.e.,
products of artificial selection; varieties other than plant and
fungal variatas should be annotated via a note qualifier, e.g. with
the value <INSDQualifier_value>breed:cukorova</INsSDQualifier_value>
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7.1. Feature Key
Definition
optional qualifiers

comment

ACT_SITE

Amino acid(s) involved in the activity of an enzyme
NOTE

Each amino acid residue of the active site must be annotated
separately with the ACT_SITE feature key. The corresponding amino
acid residue number must be provided as the location descriptor in
the feature location element.

7.2. Feature Key

Definition

Mandatory qualifiers

Ccomment

BINDING

Binding site for any chemical group (co-enzyme, prosthetic group,
etc.). The chemical nature of the group 1is indicated in the NOTE
qualifier

NOTE
Examples of values for the “NOTE” qualifier: “Heme (covalent)” and

“Chloride.” where appropriate, the features keys CA_BIND, DNA_BIND,
METAL ,and NP_BIND should be used rather than BINDING.

7.3. Feature Key

Definition

optional qualifiers

CA_BIND

Extent of a calcium-binding region

NOTE

7.4. Feature Key
Definition
Mandatory qualifiers

Ccomment

CARBOHYD

Glycosylation site
NOTE

This key describes the occurrence of the attachment of a glycan
(mono- or polysaccharide) to a residue of the protein. The type of
Tinkage (C-, N- or O-linked) to the protein is indicated in the
“NOTE” qualifier. If the nature of the reducing terminal sugar is
known, its abbreviation is shown between parentheses. If three dots
... follow the abbreviation this indicates an extension of the
carbohydrate chain. Conversely no dots means that a monosaccharide
is Tinked. Examples of values used in the “NOTE” qualifier:N-1inked
(GlcNAc. ..); O-Tlinked (G1cNAc); O-Tinked (Glc...);C-Tlinked
(Man)partial;o-Tinked (Ara...).
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7.5. Feature Key CHAIN

Definition Extent of a polypeptide chain in the mature protein

Optional qualifiers NOTE

7.6. Feature Key COILED

Definition Extent of a coiled-coil region

Optional qualifiers NOTE

7.7. Feature Key COMPBIAS

Definition Extent of a compositionally biased region

Optional qualifiers NOTE

7.8. Feature Key CONFLICT

Definition Different sources report differing sequences.

optional qualifiers
Comment

NOTE
Examples of values for the “NOTE” qualifier: Missing; K -> Q; GSDSE

-> RIRLR; V -> A.

7.9. Feature Key

Definition

Mandatory qualifiers

Ccomment

CROSSLNK

Post translationally formed amino acid bonds.
NOTE

Covalent linkages of various types formed between two proteins
(interchain cross-1inks) or between two parts of the same protein
(intrachain cross-1inks); except for cross-1inks formed by disulfide
bonds, for which the “DISULFID” feature key is to be used. For an
interchain cross-1link, the location descriptor in the feature
Tocation element is the residue number of the amino acid cross-
Tinked to the other protein. For an intrachain cross-1link, the
Tocation descriptors in the feature Tocation element are the residue
numbers of the cross-linked amino acids in conjunction with the
“join” Tocation operator, e.g. “join(42,50).” The NOTE qualifier
indicates the nature of the cross-link; at least specifying the name
of the conjugate and the identity of the two amino acids involved.
Examples of values for the “NOTE” qualifier: “Isoglutamyl cysteine
thioester (Cys-Gln);” “Beta-methyllanthionine (Cys-Thr);” and
“Glycyl lysine isopeptide (Lys-Gly) (interchain with G-Cter 1in
ubiquitin)”

7.10. Feature Key

Definition

DISULFID

Disulfide bond
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Optional qualifiers

comment

NOTE

For an interchain disulfide bond, the location descriptor in the
feature location element is the residue number of the cysteine
Tinked to the other protein. For an intrachain cross-Tink, the
Tocation descriptors in the feature Tocation element are the residue
numbers of the linked cysteines in conjunction with the “join”
Tocation operator, e.g. “join(42,50)”. For interchain disulfide
bonds, the NOTE qualifier indicates the nature of the cross-1ink, by
identifying the other protein, for example, “Interchain (between A
and B chains)”

7.11. Feature Key

Definition
Mandatory qualifiers

Ccomment

DNA_BIND

Extent of a DNA-binding region
NOTE

The nature of the DNA-binding region is given in the NOTE qualifier.
Examples of values for the “NOTE” qualifier: “Homeobox” and “Myb 2”

7.12. Feature Key

Definition

Mandatory qualifiers

comment

DOMAIN

Extent of a domain, which is defined as a specific combination of
secondary structures organized into a characteristic three-
dimensional structure or fold

NOTE
The domain type is given in the NOTE qualifier. where several copies

of a domain are present, the domains are numbered. Examples of
values for the “NOTE” qualifier: “Ras-GAP” and “Cadherin 1”

7.13. Feature Key

Definition

Optional qualifiers

comment

HELIX

Secondary structure: Helices, for example, Alpha-helix;
helix; or Pi-heTlix

3(10)

NOTE

This feature is used only for proteins whose tertiary structure is
known. only three types of secondary structure are specified:
helices (key HELIX), beta-strands (key STRAND) and turns (key TURN).
Residues not specified in one of these classes are in a ’loop’ or
"random-coil’ structure.

7.14. Feature Key
Definition
Optional qualifiers

comment

INIT_MET

Initiator methionine
NOTE

The Tocation descriptor in the feature location element is “1”. This
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feature key indicates the N-terminal methionine is cleaved off. This
feature is not used when the initiator methionine is not cleaved
off.

7.15. Feature Key

Definition

Ooptional qualifiers

INTRAMEM

Extent of a region Tocated in a membrane without crossing it

NOTE

7.16. Feature Key
Definition
Mandatory qualifiers

Ccomment

LIPID

Covalent binding of a 1lipid moiety
NOTE

The chemical nature of the bound Tipid moiety is given in the NOTE
qualifier, indicating at Teast the name of the lipidated amino acid.
Examples of values for the “NOTE” qualifier: “N-myristoyl glycine”;
“GPI-anchor amidated serine” and “s-diacylglycerol cysteine.”

7.17. Feature Key
Definition
Mandatory qualifiers

comment

METAL

Binding site for a metal ion.
NOTE
The NOTE qualifier indicates the nature of the metal. Examples of

values for the “NOTE” qualifier: “Iron (heme axial Tigand)”” and
“Copper”.

7.18. Feature Key

Definition

Mandatory qualifiers

comment

MOD_RES

Posttranslational modification of a residue
NOTE

The chemical nature of the modified residue is given in the NOTE
qualifier, indicating at least the name of the post-translationally
modified amino acid. If the modified amino acid is Tisted in Section
4 of this Annex, the abbreviation may be used in place of the the
full name. Examples of values for the “NOTE” qualifier: “N-
acetylalanine”; “3-Hyp”; and “MeLys” or “N-6-methyllysine"

7.19. Feature Key
Definition

optional qualifiers

MOTIF

Short (up to 20 amino acids) sequence motif of biological interest

NOTE

7.20. Feature Key

Definition

MUTAGEN

Site which has been experimentally altered by mutagenesis
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Optional qualifiers

NOTE

7.21. Feature Key

Definition
Optional qualifiers

comment

NON_STD

Non-standard amino acid
NOTE

This key describes the occurrence of non-standard amino acids
selenocysteine (U) and pyrrolysine (0) in the amino acid sequence.

7.22. Feature Key

Definition

Optional qualifiers

comment

NON_TER

The residue at an extremity of the sequence is not the terminal
residue

NOTE

If applied to position 1, this means that the first position is not
the N-terminus of the complete molecule. If applied to the last
position, it means that this position is not the C-terminus of the
complete molecule.

7.23. Feature Key
Definition
Mandatory qualifiers

comment

NP_BIND

Extent of a nucleotide phosphate-binding region

NOTE

The nature of the nucleotide phosphate is indicated in the NOTE

qualifier. Examples of values for the “NOTE” qualifier: “ATP” and
“FAD” .

7.24. Feature Key

Definition

Optional qualifiers

PEPTIDE

Extent of a released active peptide

NOTE

7.25. Feature Key
Definition

Optional qualifiers

PROPEP

Extent of a propeptide

NOTE

7.26. Feature Key
Definition

Optional qualifiers

REGION

Extent of a region of interest in the sequence

NOTE
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7.27. Feature Key
Definition

Optional qualifiers

REPEAT

Extent of an internal sequence repetition

NOTE

7.28. Feature Key
Definition

Optional qualifiers

SIGNAL

Extent of a signal sequence (prepeptide)

NOTE

7.29. Feature Key

Definition

Mandatory qualifier

comment

SITE

Any interesting single amino-acid site on the sequence that is not
defined by another feature key. It can also apply to an amino acid
bond which is represented by the positions of the two flanking amino
acids

NOTE

When SITE is used to annotate a modified amino acid the value for
the qualifier “NOTE” must either be an abbreviation set forth in 1in
Section 4 of this Annex or the complete, unabbreviated name of the
modified amino acid.

7.30. Feature Key

Definition

SOURCE

Identifies the source of the sequence; this key is mandatory; every
sequence will have a single SOURCE feature spanning the entire
sequence

Mandatory qualifiers MOL_TYPE
ORGANISM

Optional qualifiers NOTE
7.31. Feature Key STRAND

Definition

Optional qualifiers

Secondary structure: Beta-strand; for example Hydrogen bonded beta-
strand or residue in an isolated beta-bridge

NOTE

Comment This feature is used only for proteins whose tertiary structure is
known. only three types of secondary structure are specified:
helices (key HELIX), beta-strands (key STRAND) and turns (key TURN).
Residues not specified in one of these classes are in a ’loop’ or
“random-coil’ structure.
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7.32. Feature Key
Definition

Optional qualifiers

TOPO_DOM

Topological domain

NOTE

7.33. Feature Key
Definition

Optional qualifiers

TRANSMEM

Extent of a transmembrane region

NOTE

7.34. Feature Key

Definition

Optional qualifiers

TRANSIT

Extent of a transit peptide (mitochondrion, chloroplast, thylakoid,
cyanelle, peroxisome etc.)

NOTE

7.35. Feature Key

Definition

Optional qualifiers

comment

TURN

Secondary structure Turns, for example, H-bonded turn (3-turn, 4-
turn or 5-turn)

NOTE

This feature is used only for proteins whose tertiary structure 1is
known. only three types of secondary structure are specified:
helices (key HELIX), beta-strands (key STRAND) and turns (key TURN).
Residues not specified in one of these classes are in a ’'loop’ or
"random-coil’ structure.

7.36. Feature Key
Definition
Ooptional qualifiers

comment

UNSURE

Uncertainties in the sequence
NOTE

Used to describe region(s) of an amino acid sequence for which the
authors are unsure about the sequence presentation.

7.37. Feature Key
Definition

Ooptional qualifiers

VARTANT

Authors report that sequence variants exist.

NOTE

7.38. Feature Key

VAR_SEQ

Definition Description of sequence variants produced by alternative splicing,
alternative promoter usage, alternative initiation and ribosomal
frameshifting
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Optional qualifiers

NOTE

7.39. Feature Key

Definition
Mandatory qualifiers

comment

ZN_FING

Extent of a zinc finger region
NOTE

The type of zinc finger 1is indicated in the NOTE qualifier. For
example: “GATA-type” and “NR C4-type”

ru/03-26-01
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8 KsanudukaTopbl AN aMMHOKUCIIOTHLIX NocriefoBaTeNnbHOCTEN

[aHHasa rnaea coaepXuT nepevyeHb BO3MOXKHbIX KBaJ'M(bMKaTODOB, KOTOpbIe 6yL1yT ncnonb3oBaTbCA B
aMWUHOKUCJIOTHBLIX NocieaoBaTefibHOCTAX.

MOXANYWCTA, OBPATUTE BHVMAHWE: NMioboe sHaueHune kBanmdwvkaTtopa, nNpeayCMOTPEHHOe A
KBanudukatopa co 3HadeHvem dopmaTa “free text” («cBOGOAHBIN TEKCT»), MOXeT noTpeboBaTb
nepeBsofa AN HauMoHamMbHbIX / perMoHanbHbIX Npoueayp.

8.1. Qualifier MOL_TYPE

Definition

value format

Example

comment

In vivo molecule type of sequence
protein
<INSDQualifier_value>protein</INsbQualifier_value>

The "MOL_TYPE" qualifier is mandatory on the SOURCE feature key.

8.2. Qualifier
Definition

value format

Example

Ccomment

NOTE

Any comment or additional information

free text
(NOTE: this value may require translation for National/Regional
procedures)

<INSDQualifier_value>Heme (covalent)</INSDQualifier_value>
The “NOTE” qualifier is mandatory for the feature keys: BINDING;

CARBOHYD; CROSSLNK; DISULFID; DNA_BIND; DOMAIN; LIPID; METAL;
MOD_RES; NP_BIND and ZN_FING

8.3. Qualifier
Definition

value format

ORGANISM

Scientific name of the organism that provided the peptide

free text
(NOTE: this value may require translation for National/Regional
procedures)

Example <INSDQualifier_value>Homo sapiens</INSDQualifier_value>
Ccomment The “ORGANISM” qualifier is mandatory for the SOURCE feature key.
ru/03-26-01 Nata: ceHTs6pb 2017
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9 Tabnuubl reHeTUYeCKUX KoaoB

Tabrmmua 5 npeactasnset Tabnuubl eHetTndeckux Kopos, KkoTopble OyayT wmcnonb3oBaTbCs ANS
npeobpa3oBaHnst KOAUPYKOLW KX MocnegoBaTenbHocTen. 3HadeHneMm Ons kBanmdmkaTtopa trans_table
SBNSeTCsl HOMEp, MPUCBOEHHbLI COOTBETCTBYWOW en Tabrmmue reHemwmyeckoro koga. [pge CDS
onucbliBaeTcs KBanmdukaTtopom npeobpasoBaHns, HO He KkBanudukaTopom transl_table, ans
npeobpasoBaHust ucnonbdyetcs no ymondaHuo Standard Code (ctanHgapTHbin kog) — 1. (MpumedaHue:
Tabnmubl reHeTudeckmx kogoB 7, 8, 15 un 17-20 He cywlecTBYHOT, MOSTOMY 3TM 4YMCria OTCYTCTBYIOT B
Tabrumue 5).

Table 5: Genetic Code Tables

1 - Standard Code

AAs = FFLLSSSSYY**CC*WLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Sstarts = ---M--------------- M---=--=--=--=-=-=-=--- M- - e - - e - e — - -
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

2 - Vertebrate Mitochondrial Code

AAs = FFLLSSSSYY**CCWWLLLLPPPPHHQQRRRRIIMMTTTTNNKKSS**VVVVAAAADDEEGGGG
Starts = —--------m oo oo MMMM = - = = == - == - = - — - - L
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaaggggggggygggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

3 - Yeast Mitochondrial Code

AAs = FFLLSSSSYY**CCWWTTTTPPPPHHQQRRRRIIMMTTTTNNKKSSRRVVVVAAAADDEEGGGG
SEArtS =  — - oo oo e oo R
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg

Base3

tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag
4 - Mold, Protozoan, Coelenterate Mitochondrial Code &
Mycoplasma/Spiroplasma Code

AAs = FFLLSSSSYY**CCWWLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Starts = --MM------=--—=---- Mommmmm e e MMMM = = = = = = = == = = = — — — Memmmmm e e m
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaaggggggdggggggggygg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

5 - Invertebrate Mitochondrial Code

AAs = FFLLSSSSYY**CCWWLLLLPPPPHHQQRRRRIIMMTTTTNNKKSSSSVVVVAAAADDEEGGGG
Starts = == -M-- - - o oo o m oo MMMM= = = = = === === = = — = L et
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaaggggggggggggggygg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

6 - Ciliate, Dasycladacean and Hexamita Nuclear Code

AAs = FFLLSSSSYYQQCC*WLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
starts = ----------- - - - - - - m e m e ———mmm - - M------ - - - - - -
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

9 - Echinoderm and Flatworm Mitochondrial Code

AAS = FFLLSSSSYY**CCWWLLLLPPPPHHQQRRRRIIIMTTTTNNNKSSSSVVVVAAAADDEEGGGG
Starts = —---------— - - - mmmmmmmm e e Mo cmmmm e Mo oo -
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg

Base2
Base3

ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag
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10 - Euplotid Nuclear Code
AAs = FFLLSSSSYY**CCCWLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Y o e Moo m oo o m oo e o e
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag
11 - Bacterial and Plant Plastid Code
AAs = FFLLSSSSYY**CC*WLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
starts =  ---M--------------- L MMMM= = - = = = = == == - - — - M----mmm - - -
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

12 - Alternative Yeast Nuclear Code

AAs = FFLLSSSSYY**CC*WLLLSPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Sstarts = -----------"--"------ M----- - - - === - M---m - - - e e - -
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

13- Ascidian Mitochondrial Code

AAs = FFLLSSSSYY**CCWWLLLLPPPPHHQQRRRRIIMMTTTTNNKKSSGGVVVVAAAADDEEGGGG
Starts = - --M---- - - o m e m e m - L R [ e
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

14 - Alternative Flatworm Mitochondrial Code

AAs = FFLLSSSSYYY*CCWWLLLLPPPPHHQQRRRRIIIMTTTTNNNKSSSSVVVVAAAADDEEGGGG
StartS = —— - - - - - mmmmmm oo [
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagdgggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag
Starts = —----mmmmm oo [ e T
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaaggggggggggdgggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

16 - Chlorophycean Mitochondrial Code

AAsS = FFLLSSSSYY*LCC*WLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Starts = ~--=---c---- e m e rrrcmrcrm e, e e mm - = - [ e ki
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaaggggggggggggagggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

21 - Trematode Mitochondrial Code

AAs = FFLLSSSSYY**CCWWLLLLPPPPHHQQRRRRIIMMTTTTNNNKSSSSVVVVAAAADDEEGGGG
Starts = --------c-mm e e mr e e r - = = Mo m e e e e e m - Memm e ==
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag
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22 - Scenedesmus obliquus Mitochondrial Code

AAs = FFLLSS*SYY*LCC*WLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Starts = ——-----mmmmmm oo [ e e
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaaggggggygggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

23 - Thraustochytrium Mitochondrial Code

AAs = FF*LSSSSYY**CC*WLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Starts = —---- - - e e m e —m— - M-=-M-=- = - - — === ===~ M- m - m - = =
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

24 - Pterobranchia Mitochondrial Code

AAs = FFLLSSSSYY**CCWWLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSSKVVVVAAAADDEEGGGG
Starts = ---M--=-=----=-=-=-=--=--- M-----=-=-=-=-=-=--=--- M---=----=-=--=-=--=-- M----=-=---=--=--
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

25 - Candidate Division SR1 and Gracilibacteria Code

AAS = FFLLSSSSYY**CCGWLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
starts = ---M--------—------ M-mmmmmm e oo o L i
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

26 - Pachysolen tannophilus Nuclear Code

AAs = FFLLSSSSYY**CC*WLLLAPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
starts = ------------------- M----=--------== M- - - e e e e
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaaggggggggdgggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

27 - Karyorelict Nuclear

AAs = FFLLSSSSYYQQCCWWLLLAPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Starts = -------------- e e e - Moo e e e e e e e o
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

28 - Condylostoma Nuclear

AAs FFLLSSSSYYQQCCWWLLLAPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Star‘ts T M ____________________________

Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagggggggygggggggygg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

29 - Mesodinium Nuclear

AAs = FFLLSSSSYYYYCC*WLLLAPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Starts = —------mm e m e m oo L i
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaaggggggggggggygggg
Base?2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

30 - Peritrich Nuclear

AAs = FFLLSSSSYYEECC*WLLLAPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Starts = -—------- - - - - - o m e mmmmmm e mm——— - M- - - e e
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaaggggygyggggggggyggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag
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31 - Blastocrithidia Nuclear
AAS = FFLLSSSSYYEECCWWLLLLPPPPHHQQRRRRIIIMTTTTNNKKSSRRVVVVAAAADDEEGGGG
starts = ---------- e e e Mo mm s s m s m s e e
Basel = ttttttttttttttttccccccccccccccccaaaaaaaaaaaaaaaagdgggggggggggggg
Base2 = ttttccccaaaaggggttttccccaaaaggggttttccccaaaaggggttttccccaaaagggg
Base3 = tcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcagtcag

[[Tpunoxenue 2 k ST.26 cie nyer]
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MpunoxeHue 2

ONMPEOENEHME TV MA OKYMEHTA A1A MEPEYHA NMOCNEQOBATENILHOCTEA (DTD)

Bepcusa 1.1

OdobpeH Komumemom no CmaHdapmam BOUC (KCB)
Ha ceoell namodl ceccuu 2 uroHs 2017

<?xml version="1.0" encoding="UTF-8"7?>
<!--Annex II of ST.26, Document Type Definition (DTD) for Sequence Listing

This entity may be identified by the PUBLIC identifier:

LR R R R SR SRS RS EEEEEEEEEREEESEEEEEE SRS RS RS SIS EES SR RS S I I I I I R I R
* Kk ok k

PUBLIC "-//WIPO//DTD SEQUENCE LISTING 1.1//EN" "ST26SequencelListing V1_1.dtd"
EEEEEE SRS RS RS EEEEEEEEEEEEESEEEEEE SRS RS RS R EEE SR RS S I I I I I I R I

* Kk kK

* PUBLIC DTD URL

* http://www.wipo.int/standards/DID/ST26SequencelListing V1 1.dtd

R R R I I R I R I R I I I I I I I R I I I I I R I I I I I I I R I I I R I I I R I I I I I I I I S I I I I I

Revision of Annex II to WIPO Standard ST.26 is submitted for approval by the Committee
on WIPO Standards (CWS) at its fifth session.

KA A KKK AR A AR A A R KA AT A AR A AT AR A A KA A A A A A IR IA A AR A A A A I A A A A A IA I A A IA A A A AR A A A A AR A KA AR KKK AR

* CONTACTS

R R I I B b b b b b b b b b b b b b b b b b b bk b b b b b I R h b b I b Ik b b b b b b b b b b b R I h b b I b b b b Sk Ik b b b b b S

xml.standards@wipo.int

R I R I I R I I I I R R I R R R R R R R I R I R R R R I R I I I R I R IR I R I I I

* NOTES

khkhkhkhkhkhkhkhk kA hkhkhkhhhkhkrhhkhdArhkhkhkhkhkhhhhkhkhkhhkhkhkrhhhhkrhkhkhkhkhdhkhkhkh khrrhkhkhkhkhkhkhkhkhkhkhkhkhhkhxkhxkxx
The sequence data part is a subset of the complete INSDC DTD V.1.5 that only covers
the requirements of WIPO Standard ST.26.

ER R R I I I I I R I I I I I I I I I I I R I I I I I R S R I R R I I I R I R R I b I I kI b Sk

* REVISION HISTORY

EE R R R R SR SR EEE SR EEEEEEEEEEEESEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEE RS SRS EEEEEEE RS EE
2017-06-02: Version 1.1 (if it is approved by the CWS)

Changes:

Comments added to <INSDSeq length>, <INSDSeq division> and <INSDSeq sequence> to
clarify the reason of the differences between the INSDC DTD v.l1.5 and ST26 Sequence
Listing DTD V1 _1.

R I I R I I I I I I I I I I I I I I I R I I I I R I i I I R I I IR I R R I I R I I I I R I I R R I I I R Ik Ik I I Ik Ik I b Sk 2
2016-03-24: Version 1.0 adopted by the CWS/4Bis

2014-03-11: Final draft for adoption.

KA A dkhkhkhkhkdhkhkhk bk dhkhkhkhkdhkhkhkkhkhkhkhdkhkhkhkhdkhkhkhkhdhkhhkhkhdhhkhkhkhkrhkhkhkhrhkhkhkhrhkhkhhrhkkhkhkkhhkkhkkhkkhhxkkk*k

ST26Sequencelisting

R R I I I I I IR I I I I I I I R I I I R I I I I I I I I R R R I I I I R S R R R I I S I Ik I b Sk 2

* ROOT ELEMENT

EE SRR SRS R SR EEEEEESE SRR EEEEEEEEEEEEEEEEEEEEESEEEEEEEEESEEEEEEE SIS E SRS SIS

-—>

<!ELEMENT ST26Sequencelisting ((ApplicantFileReference | (
ApplicationIdentification,ApplicantFileReference?)),
EarliestPriorityApplicationIdentification?, (ApplicantName,
ApplicantNameLatin?) ?, (InventorName, InventorNameLatin?) ?,
InventionTitle+, SequenceTotalQuantity,SequenceData+) >

<!--The elements ApplicantName and InventorName are optional in this DTD to facilitate
the conversion between various encoding schemes-->
<!ATTLIST ST26Sequencelisting
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dtdVersion CDATA #REQUIRED
fileName CDATA #IMPLIED
softwareName CDATA #IMPLIED
softwareVersion CDATA #IMPLIED
productionDate CDATA #IMPLIED >
<!--ApplicantFileReference
Applicant's or agent's file reference, mandatory if application identification not
provided.
—-=>

<!ELEMENT ApplicantFileReference (#PCDATA) >

<!--ApplicationIdentification

Application identification for which the sequence listing is submitted, when

available.

-—>

<!ELEMENT ApplicationIdentification (IPOfficeCode?, ApplicationNumberText,
FilingDate?) >

<!--EarliestPriorityApplicationIdentification

Application identification of the earliest claimed priority, which Contains

IPOfficeCode, ApplicationNumberText and FilingDate elements.

-—>

<!ELEMENT EarliestPriorityApplicationIdentification (IPOfficeCode?,
ApplicationNumberText, FilingDate?) >

<!--ApplicantName
The name of the first mentioned applicant in characters set forth in paragraph 40 a)
of the ST.26 main body document.

-——>

<!--languageCode: Appropriate language code from ISO 639-1 - Codes for the
representation of names of languages - Part 1: Alpha-2

-——>

<!ELEMENT ApplicantName (#PCDATA) >
<!ATTLIST ApplicantName
languageCode CDATA #REQUIRED >

<!--ApplicantNameLatin

Where ApplicantName is typed in characters other than those as set forth in paragraph
40 b), a translation or transliteration of the name of the first mentioned applicant
must also be typed in characters as set forth in paragraph 40 b) .

-—>

<!ELEMENT ApplicantNameLatin (#PCDATA) >

<!--InventorName
Name of the first mentioned inventor typed in the characters as set forth in paragraph
40 a) .——>
<!--languageCode: Appropriate language code from ISO 639-1 - Codes for the
representation of names of languages - Part 1: Alpha-2
-—>
<!ELEMENT InventorName (#PCDATA) >
<!ATTLIST InventorName
languageCode CDATA #REQUIRED >

<!--InventorNamelatin

Where InventorName 1is typed in characters other than those as set forth in paragraph
40 b), a translation or transliteration of the first mentioned inventor may also be
typed in characters as set forth in paragraph 40 b) .

-—>

<!ELEMENT InventorNamelatin (#PCDATA) >

<!--InventionTitle

Title of the invention typed in the characters as set forth in paragraph 40 a) in the
language of filing. A translation of the title of the invention into additional
languages may be typed in the characters as set forth in paragraph 40 a) using
additional InventionTitle elements. Preferably two to seven words.

-—>

<!--languageCode: Appropriate language code from ISO 639-1 - Codes

for the representation of names of languages - Part 1: Alpha-2

-—>
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<!ELEMENT InventionTitle (#PCDATA) >
<!ATTLIST InventionTitle
languageCode CDATA #REQUIRED >

<!--SequenceTotalQuantity

Indicates the total number of sequences in the document.

Its purpose is to be quickly accessible for automatic processing.
-—>

<!ELEMENT SequenceTotalQuantity (#PCDATA) >

<!--SequenceData
Data for individual Sequence.
For intentionally skipped sequences see the ST.26 main body document.
-—>
<!ELEMENT SequenceData (INSDSeq) >
<!ATTLIST SequenceData
sequencelIDNumber CDATA #REQUIRED >

<!--IPOfficeCode

ST.3 code. For example, if the application identification is PCT/IB2013/099999, then
IPOfficeCode value will be IB.

—-—>

<!ELEMENT IPOfficeCode (#PCDATA) >

<!--ApplicationNumberText

The application identification as provided by the office of filing (eg.
PCT/IB2013/099999)

-—>

<!ELEMENT ApplicationNumberText (#PCDATA) >

<!--FilingDate

The date of filing of the patent application for which the sequence listing is
submitted ST.2 format (paragraphs 7 (a) and 11) "CCYY-MM-DD", using a 4-digit calendar
year, a 2-digit calendar month and a 2-digit day within the calendar month, e.g.,
2015-01-31

-—>

<!ELEMENT FilingDate (#PCDATA) >

PO R R e R R R I R R R R R R R I e R

* INSD Part

KA KKK KA AR A KRR A AR KA A KA A KA KA AT A A KA A KA XA KA A A I A A AR A I I A I A A A A A A A I A A A A IA I AR IR A A AR IR KA A hA KK,k

The purpose of the INSD part of this DID is to define a customized DTD for sequence
listings to support the work of IP offices while facilitating the data exchange with
the public repositories.

The INSD part is subset of the INSD DTD vl1.5 and as such can only be used to generate
an XML instance as it will not support the complete INSD structure.

This part is based on:
The International Nucleotide Sequence Database (INSD) collaboration.

INSDSeq provides the elements of a sequence as presented in the GenBank/EMBL/DDBJ-
style flatfile formats. Not all elements are used here.
-—>

<!--INSDSeq
Sequence data. Changed INSD V1.5 DTD elements, INSDSeq division and INSDSeq sequence
from optional to mandatory per business requirements.
-—>
<!ELEMENT INSDSeq (INSDSeq length, INSDSeq moltype, INSDSeq division,
INSDSeq other-seqids?, INSDSeq feature-table?, INSDSeq sequence) >

<!--INSDSeqg length

The length of the sequence.INSDSeq length allows only integer.
-—>

<!ELEMENT INSDSeq length (#PCDATA) >

<!--INSDSeqg moltype
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Admissible values: DNA, RNA, AA
-=>

<!ELEMENT INSDSeq moltype (#PCDATA) >

<!--INSDSeq division

Indication that a sequence is related to a patent application. Must be populated with
the value PAT.

-—>

<!ELEMENT INSDSeq_division (#PCDATA) >

<!--INSDSeq other-seqgids

In the context of data exchange with database providers, the Patent Offices should
populate for each sequence the element INSDSeq other-seqgids with one INSDSegid
containing a reference to the corresponding published patent and the sequence
identification.

-——>
<!ELEMENT INSDSeq other-segids (INSDSeqid?) >

<!--INSDSeq feature-table

Information on the location and roles of various regions within a particular sequence.
Whenever the element INSDSeq feature-table is used, it must contain at least one
feature.

-——>

<!ELEMENT INSDSeq feature-table (INSDFeature+) >

<!--INSDSeq sequence

The residues of the sequence. The sequence must not contain numbers, punctuation or
whitespace characters.

-——>

<!ELEMENT INSDSeq sequence (#PCDATA) >

<!--INSDSeqgid
Intended for the use of Patent Offices in data exchange only.

Format:
pat|{office code}|{publication number}| {document kind code} | {Sequence identification
number}

where office code is the code of the IP office publishing the patent document,
publication number is the publication number of the application or patent, document
kind code is the letter codes to distinguish patent documents as defined in ST.16 and
Sequence identification number is the number of the sequence in that application or
patent

Example:
pat |WO|2013999999|A11123456

This represents the 123456th sequence from WO patent publication No. 2013999999 (Al)
—-—>
<!ELEMENT INSDSeqgid (#PCDATA) >

<!--INSDFeature

Description of one feature.

-—>

<!ELEMENT INSDFeature (INSDFeature_ key, INSDFeature location, INSDFeature quals?) >

<!--INSDFeature key

A word or abbreviation indicating a feature.
—-=>

<!ELEMENT INSDFeature key (#PCDATA) >

<!--INSDFeature location

Region of the presented sequence which corresponds to the feature.
-—>

<!ELEMENT INSDFeature location (#PCDATA) >

<!--INSDFeature quals
List of qualifiers containing auxiliary information about a feature.
-—>
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<!ELEMENT INSDFeature quals (INSDQualifier*) >

<!--INSDQualifier

Additional information about a feature.

For coding sequences and variants see the ST.26 main body document.
-—>

<!ELEMENT INSDQualifier (INSDQualifier name, INSDQualifier value?) >

<!--INSDQualifier name

Name of the qualifier.

-—>

<!ELEMENT INSDQualifier name (#PCDATA) >

<!--INSDQualifier value

Value of the qualifier.

-—>

<!ELEMENT INSDQualifier_value (#PCDATA) >

[Mpunoxenne 3 cnepyerT]
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MpunoxeHwue 3

OBPA3EL| NEPEYHA MOCNEQOBATENBHOCTEN (XML dpaiin)

Bepcusa 1.1
0OdobpeH Komumemom no CmaHdapmam BOUC (KCB) Ha ceoeli namoli ceccuu 2 utoHa 2017

<?xml version="1.0" encoding="UTF-8"7?>
<!DOCTYPE ST26Sequencelisting PUBLIC "-//WIPO//DTD SEQUENCE LISTING 1.0//EN""
ST26SequencelListing V1 0.dtd">
<ST26Sequencelisting dtdVersion="V1_1" fileName="AnnexIII_Sequence_Listing Specimen.xml"
softwareName="SEQL-software-name" softwareVersion="1.1" productionDate="2017-06-02">
<ApplicationIdentification>
<IPOfficeCode>IB</IPOfficeCode>
<ApplicationNumberText>PCT/IB2015/099999</ApplicationNumberText>
<FilingDate>2015-01-31</FilingDate>
</ApplicationIdentification>
<ApplicantFileReference>ABl123</ApplicantFileReference>
<EarliestPriorityApplicationIdentification>
<IPOfficeCode>IB</IPOfficeCode>
<ApplicationNumberText>PCT/IB2014/111111</ApplicationNumberText>
<FilingDate>2014-01-30</FilingDate>
</EarliestPriorityApplicationIdentification>

<ApplicantName languageCode="ja" >HFERERRA S </ApplicantName>
<ApplicantNameLatin>Shutsugan Pharmaceuticals Kabushiki Kaisha</ApplicantNameLatin>

<InventorName languageCode=" ja ">4EEF KER</InventorName>

<InventorNameLatin>Taro Tokkyo</InventorNameLatin>

<InventionTitle languageCode=" ja ">efgAVI\DBEDHDIIAabed-LiEIEF</InventionTitle>
<InventionTitle languageCode="en">Mus musculus abcd-1 gene for efg protein
</InventionTitle>
<SequenceTotalQuantity>11l</SequenceTotalQuantity>
<SequenceData sequencelIDNumber="1">
<INSDSeg>
<INSDSeq length>133</INSDSeq length>
<INSDSeq moltype>DNA</INSDSeq moltype>
<INSDSeq division>PAT</INSDSeq division>
<INSDSeq feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_ key>
<INSDFeature location>1..133</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier value>Homo sapiens</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>mol type</INSDQualifier name>
<INSDQualifier value>genomic DNA</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq sequence>
atgaaattaaaacataaaarggatgataaaatgagatttgatataaaaaaggttttagagttagcagagaaggattttgaga
cggcatggagagagacaagggcattaataaaggataaacatattgacaata</INSDSeq sequence>
</INSDSeq> B
</SequenceData>
<SequenceData sequenceIDNumber="2">
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<INSDSeqg>
<INSDSeqg_length>29</INSDSeq length>
<INSDSeq _moltype>AA</INSDSeq moltype>
<INSDSeq division>PAT</INSDSeq division>
<INSDSeq feature-table>
<INSDFeature>
<INSDFeature_ key>SOURCE</INSDFeature_ key>
<INSDFeature location>1..29</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>ORGANISM</INSDQualifier name>
<INSDQualifier value>synthetic construct</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>MOL TYPE</INSDQualifier name>
<INSDQualifier value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>Synthetic peptide antigen fragment
</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq feature-table>
<INSDSeq sequence>GSLSDVRKDVEKRIDKALEAFKNKMDKEK</INSDSeq sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelIDNumber="3">
<INSDSeqg>
<INSDSeqg_length>62</INSDSeq length>
<INSDSeq moltype>DNA</INSDSeq moltype>
<INSDSeq division>PAT</INSDSeq division>
<INSDSeq feature-table>
<INSDFeature>
<INSDFeature key>source</INSDFeature key>
<INSDFeature_location>1..62</INSDFeature_location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier value>Homo sapiens</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>mol type</INSDQualifier name>
<INSDQualifier value>genomic DNA</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CDS</INSDFeature_key>
<INSDFeature location>3..62</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>translation</INSDQualifier name>
<INSDQualifier_value>MLAPDCPFDPTRIYSSSLC</INSDQualifier_value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>protein id</INSDQualifier name>
<INSDQualifier value>4</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq_feature-table>
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<INSDSeq_ sequence>tgatgctcgcacctgactgtcccttcgaccccacacgecatttatagecteccagectgtgetag
</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="4">
<INSDSeg>
<INSDSeq length>19</INSDSeqg length>
<INSDSeq moltype>AA</INSDSeq moltype>
<INSDSeq division>PAT</INSDSeq division>
<INSDSeq_ feature-table>
<INSDFeature>
<INSDFeature key>SOURCE</INSDFeature key>
<INSDFeature location>1..19</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>ORGANISM</INSDQualifier name>
<INSDQualifier value>Homo sapiens</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifieriname>MOL_TYPE</INSDQualifieriname>
<INSDQualifier value>protein</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MLAPDCPFDPTRIYSSSLC</INSDSeq sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="5">
<INSDSeqg>
<INSDSeqg length>133</INSDSeq length>
<INSDSeq moltype>DNA</INSDSeq moltype>
<INSDSeq division>PAT</INSDSeq division>
<INSDSeq feature-table>
<INSDFeature>
<INSDFeature key>source</INSDFeature key>
<INSDFeature location>1..133</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier value>Solanum lycopersicum</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifieriname>mol_type</INSDQualifieriname>
<INSDQualifier value>genomic DNA</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier value>common name: tomato</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>modified base</INSDFeature key>
<INSDFeature location>15</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>mod base</INSDQualifier name>
<INSDQualifier value>i</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
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<INSDFeature_ key>modified base</INSDFeature key>
<INSDFeature location>22</INSDFeature location>
<INSDFeature_ quals>
<INSDQualifier>
<INSDQualifier name>mod base</INSDQualifier name>
<INSDQualifier value>OTHER</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier value>xanthine</INSDQualifier value>
</INSDQualifier>
</INSDFeature_ quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_ key>variation</INSDFeature_ key>
<INSDFeature location>60</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifieriname>replace</INSDQualifieriname>
<INSDQualifier value>e</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>
atgaaattaaaacanaaaaggnatgataaaatgagatttgatataaaaaaggttttagagttagcagagaaggattttgaga
cggcatggagagagacaagggcattaataaaggataaacatattgacaata</INSDSeq sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="6">
<INSDSeqg>
<INSDSeqg_length>29</INSDSeq length>
<INSDSeq moltype>AA</INSDSeq moltype>
<INSDSeq division>PAT</INSDSeq division>
<INSDSeq feature-table>
<INSDFeature>
<INSDFeature_ key>SOURCE</INSDFeature_ key>
<INSDFeature location>1..29</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>ORGANISM</INSDQualifier name>
<INSDQualifier value>synthetic construct</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>MOL TYPE</INSDQualifier name>
<INSDQualifier value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>Synthetic peptide antigen fragment

</INSDQualifier value>
</INSDQualifier>

</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_ key>MOD_RES</INSDFeature key>
<INSDFeature location>3</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>N-acetylalanine</INSDQualifier value>
</INSDQualifier>
</INSDFeature_ quals>
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</INSDFeature>
<INSDFeature>

<INSDFeature key>SITE</INSDFeature key>
<INSDFeature location>7</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifieriname>NOTE</INSDQualifieriname>
<INSDQualifier value>Orn</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>SITE</INSDFeature key>
<INSDFeature_location>13</INSDFeature_location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>D-Arginine</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>UNSURE</INSDFeature key>
<INSDFeature location>15</INSDFeature location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>A or V</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>VARIANT</INSDFeature key>
<INSDFeature location>20</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifieriname>NOTE</INSDQualifieriname>
<INSDQualifier value>I, A, F, Y, alIle, Melle, or Nle
</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>SITE</INSDFeature key>

<INSDFeature location>22</INSDFeature location>
<INSDFeature quals>

<INSDQualifier>
<INSDQualifier name>NOTE</INSDQualifier name>
<INSDQualifier value>Homoserine</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq feature-table>
<INSDSeq sequence>GSASDVXKDVEKRIXKALEXFSNKMDKSK</INSDSeq sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="7">
<INSDSeqg>
<INSDSeq length/>
<INSDSeq moltype/>
<INSDSeq_division/>
<INSDSeq_sequence>000</INSDSeq sequence>
</INSDSeq>
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</SequenceData>
<SequenceData sequencelDNumber="8">
<INSDSeg>
<INSDSeq length>74</INSDSeq length>
<INSDSeq moltype>RNA</INSDSeq moltype>
<INSDSeq division>PAT</INSDSeq division>
<INSDSeq feature-table>
<INSDFeature>
<INSDFeature key>source</INSDFeature key>
<INSDFeature location>1..74</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier value>Dengue virus 2</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>mol type</INSDQualifier name>
<INSDQualifier value>genomic RNA</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq sequence>
atgaaattaaaacataaaagggatgataaaatgagatttgatataaaaaaggttttagagttagcagagaagga
</INSDSeq sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequenceIDNumber="9">
<INSDSeqg>
<INSDSeq length>120</INSDSeq length>
<INSDSeq moltype>DNA</INSDSeq moltype>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature key>source</INSDFeature key>
<INSDFeature location>1..120</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>

<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier value>synthetic construct</INSDQualifier value>

</INSDQualifier>
<INSDQualifier>
<INSDQualifier_name>mol_type</INSDQualifier_name>
<INSDQualifier value>other DNA</INSDQualifier value>
</INSDQualifier>
</INSDFeature_ quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_ key>misc_feature</INSDFeature_ key>
<INSDFeature_location>1..60</INSDFeature_ location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>note</INSDQualifier name>
<INSDQualifier value>DNA fragment</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>misc_feature</INSDFeature key>
<INSDFeature location>61..120</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>note</INSDQualifier name>
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<INSDQualifier value>RNA fragment</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeqg_sequence>
cgacccacgcgtccgaggaaccaaccatcacgtttgaggacttecgtgaaggaattggataataccegteccctaccaaaatgg
cgagcgccgactcattgetectegtacegtegagegge</INSDSeq sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="10">
<INSDSeqg>
<INSDSeqg_length>288</INSDSeq length>
<INSDSeq moltype>DNA</INSDSeq moltype>
<INSDSeq division>PAT</INSDSeq division>
<INSDSeq feature-table>
<INSDFeature>
<INSDFeature_ key>source</INSDFeature key>
<INSDFeature_ location>1..288</INSDFeature_location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifier name>organism</INSDQualifier name>
<INSDQualifier value>Candida albicans</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>mol type</INSDQualifier name>
<INSDQualifier value>genomic DNA</INSDQualifier value>
</INSDQualifier>
</INSDFeature_ quals>
</INSDFeature>
<INSDFeature>
<INSDFeature key>CDS</INSDFeature key>

<INSDFeature location>1..288</INSDFeature location>
<INSDFeature quals>

<INSDQualifier>
<INSDQualifier name>translation</INSDQualifier name>
<INSDQualifier value>
MNLTLHNVIQTDSRGEKFMKIPEIYIRGIHIKYLRIPDDIMGYAKEQSMINMENRNRYQKRRGTSS
GGGGGGGGGSGDSRRFNNRQSHGHNYGRR</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>transl_ table</INSDQualifier name>
<INSDQualifier value>12</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>protein id</INSDQualifier name>
<INSDQualifier value>11</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq feature-table>
<INSDSeq_sequence>
atgaatttaaccttacataatgttatacaaaccgattcccgaggtgagaaatttatgaaaattcccgaaatatatattcegtg
gtatacatattaaatatttaagaattcctgatgatattatgggatatgcaaaagaacaaagtatgataaatatggaaaatag
aaatcgataccaaaaaagaagaggtactagcagtggtggtggtggtggtggtggtggtggaagtggtgattcaagaaggttt
aataatagacaactgcatggacataattatggacgtagatga</INSDSeq sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="11">
<INSDSeg>
<INSDSeqg_length>95</INSDSeq length>
<INSDSeq moltype>AA</INSDSeq moltype>
<INSDSeq division>PAT</INSDSeq division>
<INSDSeq feature-table>
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CraHgapTbl —ST.26 cTpaHuua: 3.26.3.8
<INSDFeature>
<INSDFeature_ key>SOURCE</INSDFeature key>
<INSDFeature location>1..95</INSDFeature location>
<INSDFeature quals>
<INSDQualifier>
<INSDQualifieriname>ORGANISM</INSDQualifieriname>
<INSDQualifier value>Candida albicans</INSDQualifier value>
</INSDQualifier>
<INSDQualifier>
<INSDQualifier name>MOL TYPE</INSDQualifier name>
<INSDQualifier value>protein</INSDQualifier value>
</INSDQualifier>
</INSDFeature quals>
</INSDFeature>
</INSDSeq feature-table>
<INSDSeq sequence>
MNLTLHNVIQTDSRGEKFMKIPEIYIRGIHIKYLRIPDDIMGYAKEQSMINMENRNRYQKRRGTSSGGGGGGGGGSGDSRRF
NNRQSHGHNYGRR</INSDSeq sequence>
</INSDSeq>
</SequenceData>

</ST26SequencelListing>

[Mpunoxenwne 4 cnegyerT]
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CIMPABOYHUK IO UH®OPMALNN U LOKYMEHTALIMN
B OB/IACTU TPOMBILLYIEHHOW COECTBEHHOCTU

CraHgapTbl —ST.26

cTpaHuua: 3.26.4.1

MpunoxeHue 4

MoamHoXxecTBO cumBonoB u3 Tadnuubl Unicode Basic Latin Code

Bepcua 1.1

00o6peH Komumemom no CmaHdapmam BOUC (KCB)
Ha ceoeli namoli ceccuu 2 uroHa 2017

CvmBon amnepcaHga (0026) paspelleH TOMbKO Kak YacTb 3apaHee onpenefieHHOro 3HaveHwusi
UM Kak 4acTb CCbIfKN umMdpoBoro cumeona (&#nnnn;). Kasbiika (0022), anoctpod (0027), 3HaK MeHbLue
yem (003C) u 3Hak bornbee yem (O03E) - He paspelleHbl U AOMKHbI OblTb NMpeacTaBMEHbl X 3apaHee

onpeneneHHbiIMn 3Ha4y eHUamn.

Unicode
code point character name
0020 SPACE
0021 ! EXCLAMATION MARK
0023 # NUMBER SIGN
0024 $ DOLLAR SIGN
0025 % PERCENT SIGN
0026 & AMPERSAND
0028 ( LEFT PARENTHESIS
0029 ) RIGHT PARENTHESIS
002A * ASTERISK
002B + PLUS SIGN
002C : COMMA
002D - HYPHEN-MINUS
002E . FULL STOP
002F / SOLIDUS
0030 0 DIGIT ZERO
0031 1 DIGIT ONE
0032 2 DIGIT TWO
0033 3 DIGIT THREE
0034 4 DIGIT FOUR
0035 5 DIGIT FIVE
0036 6 DIGIT SIX
0037 7 DIGIT SEVEN
0038 8 DIGITEIGHT
0039 9 DIGIT NINE
003A : COLON
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INTELLECTUAL PROPERTY

CraHgapTbl —ST.26 cTpaHuua: 3.26.4.2

003B : SEMICOLON

003D = EQUALS SIGN

003F ? QUESTION MARK

0040 @ COMMERCIAL AT

0041 A LATIN CAPITAL LETTER A
0042 B LATIN CAPITAL LETTER B
0043 C LATIN CAPITAL LETTERC
0044 D LATIN CAPITAL LETTER D
0045 E LATIN CAPITAL LETTER E
0046 F LATIN CAPITAL LETTERF
0047 G LATIN CAPITAL LETTER G
0048 H LATIN CAPITAL LETTER H
0049 | LATIN CAPITAL LETTER |
004A J LATIN CAPITAL LETTERJ
004B K LATIN CAPITAL LETTERK
004C L LATIN CAPITAL LETTER L
004D M LATIN CAPITAL LETTER M
004E N LATIN CAPITAL LETTERN
004F o) LATIN CAPITAL LETTERO
0050 P LATIN CAPITAL LETTERP
0051 Q LATIN CAPITAL LETTERQ
0052 R LATIN CAPITAL LETTERR
0053 S LATIN CAPITAL LETTER S
0054 T LATIN CAPITALLETTER T
0055 U LATIN CAPITAL LETTER U
0056 V LATIN CAPITAL LETTER V
0057 W LATIN CAPITAL LETTERW
0058 X LATIN CAPITAL LETTER X
0059 Y LATIN CAPITAL LETTER Y
005A Z LATIN CAPITAL LETTER Z
005B [ LEFT SQUARE BRACKET
005C \ REVERSE SOLIDUS

005D ] RIGHT SQUARE BRACKET
005E A CIRCUMFLEX ACCENT
005F ~ LOW LINE

0060 ) GRAVE ACCENT

0061 a LATIN SMALL LETTER A
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CraHgapTbl —ST.26 cTpaHuua: 3.26.4.3
0062 b LATIN SMALL LETTER B
0063 c LATIN SMALL LETTERC
0064 d LATIN SMALL LETTERD
0065 e LATIN SMALL LETTER E
0066 f LATIN SMALL LETTERF
0067 g LATIN SMALL LETTER G
0068 h LATIN SMALL LETTERH
0069 i LATIN SMALL LETTERI
006A J LATIN SMALL LETTERJ
006B k LATIN SMALL LETTERK
006C I LATIN SMALL LETTER L
006D m LATIN SMALL LETTERM
006E n LATIN SMALL LETTERN
006F 0 LATIN SMALL LETTERO
0070 p LATIN SMALL LETTERP
0071 q LATIN SMALL LETTERQ
0072 r LATIN SMALL LETTER R
0073 S LATIN SMALL LETTER S
0074 t LATIN SMALL LETTER T
0075 u LATIN SMALL LETTER U
0076 v LATIN SMALL LETTERV
0077 w LATIN SMALL LETTERW
0078 X LATIN SMALL LETTER X
0079 y LATIN SMALL LETTERY
007A z LATIN SMALL LETTER Z
007B { LEFT CURLY BRACKET
007C | VERTICAL LINE
007D } RIGHT CURLY BRACKET
007E ~ TILDE

[MpunoxeHune 5 cnegyeT]
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CIIPABOYHUK 110 HH ®OPMALIUNA H JJOKYMEHTALIHU
wiPO B OBJIACTHU IIPOMBINITTEHHOH COBCTBEHHOCTH

INTELLECTUAL PROPERTY

Cranmaptel — ST.26 ctpanuna: 3.26.5.1

MpunoxeHue 5

[dononHutenbHbie TPe6oBaHUA ANA oOMeHa AaHHbIMU (TONBLKO ANA NaTeHTHbIX
Be4OMCTB)

Bepcus 1.1
Ooobpeno Komumemom no Cmanoapmam BOUC (KCB)
Ha ceoeti namoii ceccuu 2 uionsa 2017

B koHTekcTe oOMeHa gaHHbIMKM ¢ GaszamMu JaHHbIX NPOBaigepoB, NAaTEHTHblE BeOOMCTBA ANA KaXd oW
NnocrnenoBaTenbHOCTM  OOSMKHbI  3anofHUTL  anemeHT INSD_other-seqids ¢ ogHum INSDSeqid,
CoAepXall MM CCbIfIKY Ha COOTBETCTBYIOLLMIA ONYyONMKOBAHHbLIA NaTEHT U MO EHTU(PUKALMOHHbBIA HOMeEp
nocnegoBaTeslbHOCTU B crieaytolem dopmMarTe:

pat[{office code}|{publication number}{document kind code}|{sequence identification number}

roe {office code} - @10 KOog BeAOMCTBa MPOMBILLIIEHHON COOCTBEHHOCTW, MyOMMKylOWero naTeHTHbIV
OOKYMeHT B cooTBeTCTBMU co cTaHgapToM ST.3; {document kind code} - aTo kog Ana naeHTudukaymm
pasnMyHbIX BUOOB NaTEeHTHbIX OKYMEHTOB, Kak ykasaHo B cTaHgapTe ST.16; {publication number} - a1o
HomMep nyb6rmkauuu 3asBkMm wnM naTteHTa; u {Sequence identification number} - 310 Homep
nocrnefoBaTesibHOCTU B JaHHON 3asBKe UK NaTeHTe.

Mpumep:

pat|WO[2013999999|A1|123456.

KoTopblii ByaeT npeobpasoBaH B HacTosAW M XML npuMep Kak:

<INSDSeq_other-seqids>
< INSDS eqid> pat|W0O|2013999999|A 1|123456</INS DSeqid>
</INSDSeq_other-seqids>

Foe “123456” ato 123456-9 nocnegoBaTebHOCTb M3 3asBkn WO Homep 2013999999 (Al).

[KoHey MpunoxeHuns 5 n Ctanpgapral
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