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-a poly a ~-g(poly g)

I (ST.25- 2)
2
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(i)
()4
(b)10
nnn nnn n n
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(@) (b)
(iii)
2 1
<400>
<400>
2 2 1 n
(iv)
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D-
3
<400> 2 4
2 3
(V)
(vi)
(vii)

<400>

(iii)

(iv

<400>

agc



DNA

2 1 4
6 (Feature Key)
[l
-1. (ST.25- 3 7)
3 2 i
0023
17 3 16
Sequence Listing
4 5
5
1 1
<400>
000
<160> <400> 000

6
7

()

()

()

()
(i)

-2. (ST.25- 8 15)
8 5' 3 3 5
9 1 2 1
10 2 2



11
12

13
14

15

-3.

16

17

18

19
20

21

32
"n" o1
1 60
10
(ST.25- 16 22)
2 3
32
leaall 1
1
C

<220> <223>

10
10
1
1 5
"Tert Aot
22
2 4

<220> <223>

15

16

""Xaa



22

-4,

23
24

I1-5.

25

26

(ST.25- 23 24)

<220> <300>

<221> <223> <301> <313>

<220> <300>
1 100 2 10
<310>
(ST.25- 25 30)
1
<110> Applicant name
<120> Title of invention
<160> Number of SEQ ID Nos
<210> SEQ ID No: x
<211> Length
<212> Type
<213> Organism
<400> Sequence
<110>

<110> <120> <160>
<210> <400>
1 4

25

<130>

File reference




27 25
<140> Current patent application
<141> Current filing date
28 41 1
25
<150> Earlier patent application
<151> Earlier application filing date
29 "n" "Xaa" /
<220> Feature
<221> Name/key
<222> Location
<223> Other information
30 Organism <213>  Artificial Sequence Unknown
<220> Feature
<223> Other information
11-6. (ST.25- 31)
31 1 25 30
"n-7.
DDBJ/EMBL/GenBank
1 <220>
<223> <223>
<223> Inventor:

(last name)  (first name)



Inventor:

1
<220>
<223>Inventor: Toyoda, Sakichi; Mikimoto, Kokichi; Edison, Thomas A.
2
<220>
<223>Inventor: Toyoda, Sakichi
Inventor: Mikimoto, Kokichi
Inventor: Edison, Thomas A.
3
<220>
<223>Inventor: Toyoda, Sakichi; Mikimoto, Kokichi
Inventor: Edison, Thomas A.
<223>
1 <223> Other information
<220> <223>
4
<220>
<223>Pal1N for Phaeoacremonium aleophilum detection by PCR assay
<220>
<223>Inventor: Toyoda, Sakichi; Mikimoto, Kokichi
Inventor: Edison, Thomas A.
11-8. (ST.25- 32)
32 <221> 2 5 6 "Feature Key"

"Feature Key" DDBJ/EMBL/Genbank Feature Table SWISS PROT
Feature Table

1-9. (ST.25- 33 36)
33 " " <223> Other information 2( )
34
1 65 4
35
36



37

38
PCT34
91

V1.

VII.

<400>

(ST.25- 37 38)

PCT34

(ST.25- 39 46)

10

PCT

PCT 13 3 26.3 91
13 3 26.3 PCT
PCT34

<211> <313>
000



110, 120, 160, 210, 211, 212, 213 400
25
130, 140, 141, 150, 151, 220 223
26 30
170, 300 313 31
<110> |Applicant name
<120> [Title of invention
<130> [File reference
<140> | Current patent WIPO ST.3
application
JP 2000-123456,
PCT/JP00/12345
<141> |Current filing date
WIPO ST.2 -
1998 7 20
1998-07-20
<150> |Earlier patent WIPO ST.3
application
41
1
<151> |Earlier application
filing date
41 WIPO ST.2 -
1 1998 7 20
1998-07-20
<160> |Number of SEQ ID
Nos
<170> |Software
<210> [SEQ ID NO: x
<211> |Length
’ WIPO ST.2
4 ) 2 ) @) 1998 7 20 1998-07-20

11




<212> |Type DNA RNA
PRT
DNA
RNA DNA
<220> <223>
DNA/RNA
<213> | Organism
Unknown
Avrtificial
Sequence
<220> |Feature "n" <221> <223>
leaall
/
<220> <223>
<213> Artificial
Sequence Unknown
<221> |Name/key "n" 2 5 6
"Xaa"
/
<222> |[Location "n"
"Xaa" DDBJ/EMBL/GenBank Feature Table
/ Definition
<223> | Other information "n"
"aa" e
/ 2 2
2 4
<213> Artificial 2
Sequence Unknown 2 4 10
18
36
-7
- 1 6 DNA
1 65 4

12




<300>

Publication
information

<301> <313>

<300> <313>

<301>

Authors

<302>

Title

<303>

Journa

<304>

Volume

<305>

Issue

<306>

Pages

<307>

Date

1998 7 20
1998-07-20 *

<308>

Database accession
number

<309>

Database entry date

1998 7 20
1998-07-20

<310>

Document number

WIPO ST.3
WIPO ST.6
WIPO
ST.16

<311>

Filing date

1998 7 20
1998-07-20

*

<312>

Publication date

1998 7 20
1998-07-20 ~

<313>

Relevant residues in
SEQ ID NO: x: from
to

<400>

Sequence

-2 1-3
3

*

(4

WIPO ST.2
) @) @

1998-07-20




adenine

guanine

cytosine

thymine

uracil

purine

pyrimidine

amino

keto

3
strong interactions, 3H-bonds

2
weak interactions, 2H-bonds

not a

not c

not g

not t, not u

Any

14




<223>
<400> 1
ac4c P | 4
| 4-acetylcytidine
|
N |/"
chmbu | 5
i 5-(carboxyhydroxymethyl)uridine
N/
.-/ Y
Cm NHZ 21 O
Vel 0O_ =y
U/I\N J 2'-0O-methylcytidine
pad
cmnm5s2u i ] 5 2
”f” W 5-carboxymethylaminomethyl-2-thiouridine
N 0
a»[Jf e:‘[‘.ll
cmnm5u i 4 |5
™ 1 5-carboxymethylaminomethyluridine
d M
py dihydrouridine
PIN
Y
[fid \:'rr-:
fm 2’ O
2'-0O-methylpseudouridine
gal q | L . B D
N : 3, D-galactosylqueuosine
1/ \."r- A
-1:-—\\ . :’-‘ W M,
gm ) ” 22 0O

2'-0O-methylguanosine

15




OH

(Nﬂ | inosine
o o TS
s
i6a P N6
N6-isopentenyladenosine
mia w 1
a8 1-methyladenosine
HO ~ n\_(ﬂﬂ_ “‘N4
H o=
m1f i 1
;NA/T/ 1-methylpseudouridine
o
mlg . __ﬂ\ 1
4 H/ JN 1-methylguanosine
H o B
T H
mli Ny 1
‘ol 1-methylinosine
e
HT (L] .
m22g PN 22
T 7 2,2-dimethylguanosine
HI H
m2a . _/“.2\ 2
al j"\ 2-methyladenosine
AN
HT H
m2g Jil 2
¢ By 2-methylguanosine
"n_\_/rl__ :N""- .-H“'N’/’.::. W
H' H
m3c \N/HH\ 3
Py g 3-methylcytidine
Ho
m5c 5

5-methylcytidine

16




m6a rlu N6
Va “ ll N6-methyladenosine
R N S N
m7g 9 7
7-methylguanosine
mam5u i 5
i w 5-methylaminomethyluridine
O/N(J” y y
HO-
mam>5s2u lﬂL ) 5 2
v 5-methylaminomethyl-2-thiouridine
man q — B D
o e he 3, D-mannosylqueuosine
4/ \H |
RN
memSs2u i [. 5 2
T ‘[| i 5-methoxycarbonylmethyl-2-thiouridine
i S
memSu I . 8
:f || A 5-methoxycarbonylmethyluridine
Z—[]j\/rt. .
MJ T
mosu Jig 5
@ 5-methoxyuridine
PN
J
n.ly OH
ms2i6a I 2 NG
L 2-methylthio-N6-isopentenyladenosine
a8
[ N (N N
;..*J H
ms2t6a " ‘ N (9 B D 2
" ] T
' / T "hl N-((9-[3-D-ribofuranosyl-2-methylthiopurine-6-yl)
\J PN e carbamoyl)threonine
- \‘.1.

17




mt6a

N O B D 6

N-((9-[3-D-ribofuranosylpurine-6-yl)N-
methylcarbamoyl)threonine

mv

5
uridine-5-oxyacetic acid-methylester

o5u

5
uridine-5-oxyacetic acid

oSyw

wybutoxosine

pseudouridine

queuosine

s2¢c

2
2-thiocytidine

s2t

5 2
5-methyl-2-thiouridine

s2u

2
2-thiouridine

s4u

4
4-thiouridine

5
5-methyluridine

18




t6a ; N (9 B D 6 )
ey
a8 N-((9- B-D-ribofuranosylpurine-6-yl)carbamoyl)
N ( " threonine
-|_|"'/J 1]
tm e 2 0 5
A 2'-O-methyl-5-methyluridine
HO» A
|q"J 0—
um AL 2”0
Py 2'-O-methyluridine
¥ . ,-,_(
yW W
wybutosine
o
X b 2 3 3 3 (acp3)u
i T 3-(3-amino-3-carboxypropyl)uridine
e \:J.':I'. K

19




Ala COCH
\r\lg
CO0H
Cys He
NH,,
COOH
Asp hooe
NH,,
Glu HOOC CO0H
\/\@
Phe = | COooH
|\ NH;
Gly COOH
NH.,
His COCH
HHL N KH;
lle
\P>§/COUH
NHZ
i CO0H
LyS ZN\/\/\/
N,
Leu COOH
\K\h@
Met /%/\/COOH
RH;
Asn HZN\ ]/\/COOH
0 NH,
Pro @
MH CO0OH
Gln 0
COOH
HZN/W
NH,
Arg L oo
p EH
'y
Ser ho
NH
Thr /OH\'/COOH
NH2

20




Val

Trp

Tyr

ASX

Glx

Xaa




<223>
<400> 3
Xaa
Aad ) i 2
D\/\/\,/\OH 2-Aminoadipic acid
0 NH,
bAad y Ny ﬁ 3
W\OH 3-Aminoadipic acid
a
bAla \O| B B
HZN/\/\DH [3-Alanine, [B3-Aminopropionic acid
Abu 0 2
AN 2-Aminobutyric acid
HH,
4Abu i 4
Ml 4-Aminobutyric acid, piperidinic acid
Acp i 6
Wi e Ny 6-Aminocaproic acid
Ahe i 2
T oH 2-Aminoheptanoic acid
/T;\
Aib f 2
= 2-Aminoisobutyric acid
NHZ
bAib I 3
wy \[/\UH 3-Aminoisobutyric acid
Apm IOI ﬁ 2
HO/\/\/\(\OH 2-Aminopimelic acid
NH2
Dbu ﬁ 2 4
HzN\/\AUH 2,4 Diaminobutyric acid
Des a |
N Desmosine
! 1+,
LN
v
0
Dpm 0 0 2 2"
HD/WY\OH 2,2'-Diaminopimelic acid
N, h
Dpr \O| 23
N - 2,3-Diaminopropionic acid
NH2
EtGly i N
oH N-Ethylglycine
\/NH

22




EtAsn "y I N
: o N-Ethylasparagine
m\/
Hyl ﬁ
H?NVV\(\OH Hydroxylysine
NH\OH
aHyl CH ﬁ
HZNWOH allo-Hydroxylysine
M,
3Hyp ™ 3
[ I o 3-Hydroxyproline
)
I
4Hyp i 4
oH 4-Hydroxyproline
il
I
Ide o,
", T ow Isodesmosine
H_l\____.'.‘_ S A~
0 1
D
. Inl H
alle i
CO0H
\X/ allo-Isoleucine
NH2
MeGly 0 N
/\w N-Methylglycine, sarcosine)
—nH
Melle | || N
M N-Methylisoleucine
MeLys 1 6 N
TN e 6-N-Methyllysine
M,
MeVal )\/'k N
L™ N-Methylvaline
/
Nva |0
\/\H\OH Norvaline
NHZ
Nle |°
WOH Norleucine
NHQ
orn ?
Wy TN Ornithine

23




5
Feature Key DDBJ/EMBL/GenBank Feature Table?

allele Feature Key
attenuator 1)

2)

attenuation
C_region T-cell receptor
CAAT signal CAAT box; 75bp

RNA

[GG(C or T)CAATCT]

CDS
conflict
D-loop displacement loop DNA 2 1

RecA 1 2 DNA
D _segment H T-cell receptor
enhancer
exon RNA
gene Feature Key
GC signal GC box G C

[GGGCGG]
iDNA intervening DNA DNA
intron exon RNA
J segment T-cell receptor
LTR long terminal repeat retrovirus
mat_peptide
CDS

misc_binding primer bind protein bind

misc_difference

conflict, unsure, old sequence, variation, modified base

misc feature

misc_recomb 2 DNA
iDNA source /insertion seq,
/transposon,/proviral,/virion
misc_RNA RNA internal transcribed spacer
prim_transcript, precursor RNA, mRNA, 5°clip, 3'clip, 5'UTR, 3'UTR,exon, CDS,
sig_peptide,transit_peptide, mat_peptide,
intron, polyA site, rRNA, tRNA, scRNA, snRNA
misc_signal

promoter, CAAT signal, TATA signal, -35 signal, -10 signal,
GC signal,RBS, polyA signal, enhancer, attenuator,
terminator, rep origin

misc _structure

stem_loop D-loop

modified base

<223>

MRNA

RNA 5'UTR, CDS, exon, 3'UTR 5'clip,
3'clip, intron

1) http://www.lirmm.fr/~mougenot/terms/key_defs.html

24




mutation

Feature Key

N region

old sequence

polyA signal

mMRNA A

[AATAAA]

polyA site

mMRNA A

precursor RNA

RNA RNA

prim transcript

RNA

primer bind

promoter

RNA

protein bind

RBS

repeat region

repeat unit

rep_origin

rRNA

RNA RNA

S_region

DNA

satellite

DNA

SCRNA

small cytoplasmic RNA
RNA

sig_peptide

SNRNA

small nuclear RNA mRNA

RNA

source

stem_loop

hairpin 1 DNA RNA

STS

Sequence Tagged Site

PCR

TATA signal

TATA Goldberg-Hogness
25bp G C

[TATA(A or T)A(A or T)]

RNA

terminator

RNA

transit peptide

tRNA

RNA 75 85 bp

RNA

unsure

V region

T-cell receptor
V segment D segment N region J segment

V_segment

T-cell receptor
V _region

variation

3'clip

RNA

3'UTR

mMRNA

3

5'clip

RNA

5

5'UTR

mMRNA

-10 signal

Pribnow box
RNA
[TAtAaT]

10 bp

-35 signal

35 bp
[TTGACa] or [TGTTGACA]

25




SWISS PROT

6

Feature Key SWISS PROT Feature Table
2

CONFLICT

VARIANT

VARSPLIC

MUTAGEN

MOD RES

ACETYLATION

AMIDATION

BLOCKED

FORMYLATION

GAMMA-CARBOXYGLUTA
MIC ACID

HYDROXYLATION

METHYLATION

PHOSPHORYLATION

PYRROLIDONE
CARBOXYLIC ACID

N ”pyro-Glu’

SULFATATION

LIPID

MYRISTATE

PALMITATE

FARNESYL

GERANYL-GERANYL

GPI-ANCHOR

(GPI)

N-ACYL DIGLYCERIDE

DISULFID

THIOLEST

THIOETH

CARBOHYD

<223>

METAL

<223>

2) http://au.expasy.org/sprot/userman.html
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BINDING

<223>

SIGNAL

TRANSIT

cyanelle

PROPEP

CHAIN

PEPTIDE

DOMAIN

<223>

CABIND

DNA BIND

DNA
DNA

<223>

NP_BIND

<223>

TRANSMEM

ZN_FING

<223>

SIMILAR

<223>

REPEAT

HELIX

STRAND

TURN

ACT SITE

SITE

INIT MET

NON TER

NON_CONS

UNSURE

27




SEQUENCE LISTING

<110> Shutsugan, Toru; Tokkyo Seiyaku Kabushiki Kaisha
<120> Example of a Sequence Listing
<130> 01-00001

<140> PCT/JP01/20000

<141> 2001-10-14

<150> JP 2000-123456

<151> 2000-10-15

<160> 4

<170> Patentln version 3.1.2

<210> 1

<211> 389

<212> DNA

<213> Paramecium sp.

<220>

<223> Inventor: Shutsugan, Toru
<220>

<221> (DS

<222> (279)..(389)

<300>

<301> Doe, Richard

<302> Isolation and Characterization of a Gene Encoding a Protease from

Paramecium sp.
<303> Journal of Genes
<304> 1
<305> 4
<306> 1-7
<307> 1988-06-30
<308> 123456
<309> 1988-06-30
<400> 1
agctgtagtc attcctgtgt cctcttctct ctgggettct caccctgcta atcagatcte
agggagagtg tcttgaccct cctctgectt tgcagcttca caggcaggca ggcaggcage
tgatgtggca attgctggca gtgccacagg cttttcagcc aggcttaggg tgggttccge
cgcggegegg cggecectet cgegetecte tegegectet ctctegetet cctetegete

ggacctgatt aggtgagcag gaggaggggg cagttagc atg gtt tca atg ttc agc
Met Val Ser Met Phe Ser
1 5

ttg tct ttc aaa tgg cct gga ttt tgt ttg ttt gtt tgt ttg ttc caa

Leu Ser Phe Lys Trp Pro Gly Phe Cys Leu Phe Val Cys Leu Phe GIn

10 15 20
tgt ccc aaa gtc ctc ccc tgt cac tca tca ctg cag ccg aat ctt
Cys Pro Lys Val Leu Pro Cys His Ser Ser Leu GIn Pro Asn Leu
25 30 35

28

60
120
180
240
296

344

389



<210> 2
<211> 37
<212> PRT
<213> Paramecium sp.
<400> 2
Met Val Ser Met Phe Ser Leu Ser Phe Lys Trp Pro Gly Phe Cys Leu
1 5 10 15
Phe Val Cys Leu Phe GIn Cys Pro Lys Val Leu Pro Cys His Ser Ser
20 25 30
Leu GIn Pro Asn Leu
35

<210> 3

<211> 11

<212> PRT

<213> Artificial Sequence

<220>

<223> Designed peptide based on size and polarity to act as a linker
between the alpha and beta chains of Protein XYZ.

<400> 3

Met Val Asn Leu Glu Pro Met His Thr Glu lle

1 5 10

<210> 4

<400> 4

000

29



SEQUENCE LISTING

<110> Tokkyo Kogyo Kabushiki Kaisha
<120> C.sativus chloroplast tRNA-Pro gene
<130> 0000000002

<160> 1

<170> Patentln version 3.1.2
<210> 1

<211> 77

<212> DNA

<213> Cucumis sativus

<220>

<223> Inventor: Shinsaki, Jun
<220>

<221> misc_feature

<222> (38)..(38)

<223> n stands for any base
<220>

<221> modified _base

<222> (28)..(28)

<223> p

<220>

<221> modified _base

<222> (39)..(39)

<223> p

<220>

<221> modified_base

<222> (48)..(48)

<223> mcmbu

<220>

<221> modified _base

<222> (56)..(56)

<223> p

<400> 1

aaggatgtag cgcagcttca cagcgcattt gttttggnta caaaatgtca cgggttcaaa 60

tcctgtcatc cttacca 77

30



<110>

<120>
<130>
<160>
<210>
<211>
<212>
<213>
<220>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>

SEQUENCE LISTING

Shutsugan Pharmaceuticals Kabushiki Kaisha
Tameike University

Mus musculus abcd-1 gene for efg protein
00000000003

2

1

457

DNA

Mus musculus

Inventor: Tokkyo, Taro; Tokkyo, Hanako
Inventor: Daigaku, Hakase

source
1..457

/organism="Mus musculus"
/strain="C57BL/6 x CBA"
/tissue_type="lung"

mRNA
join(<l..266,320..357,411..>457)
/gene="abcd-1"

CDS
join(1..266,320..357,411..457)
/gene="abcd-1"

/product="efg protein"

exon
<1..266
/number=1
/gene="abcd-1"

sig_peptide
1..84
/gene="abcd-1"

mat_peptide
join(85..266,320..357,411..454)
/gene="abcd-1"

/product="efg protein"

intron
267..319
/number=1
/gene="abcd-1"

exon
320..357
/number=2
/gene="abcd-1"

31



<221> intron

<222> 358..410

<223> /number=2

/gene="abcd-1"

<220>

<221> exon

<222> 411..457

<223> /number=3

/gene="abcd-1"

<400> 1

atg ctc ttc aaa caa gcc att ctt gtc gct act act ctc gcc acc ctt

Met Leu Phe Lys GIn Ala lIle Leu Val Ala Thr Thr Leu Ala Thr Leu

1 5 10 15

gcg gtc gec act ccc gta gtc gac atc agg cgt cgc acg gac cca gcc

Ala Val Ala Thr Pro Val Val Asp lle Arg Arg Arg Thr Asp Pro Ala

20 25 30
agc tcg tgt acc act ggc act atc aac tgt tgc aat agc agt gct gcc
Ser Ser Cys Thr Thr Gly Thr Ile Asn Cys Cys Asn Ser Ser Ala Ala
35 40 45
gct gac gac aaa tcg atc gct ggc cta ctt agc ctg ctc aat atc gta
Ala Asp Asp Lys Ser Ile Ala Gly Leu Leu Ser Leu Leu Asn lle Val
50 55 60

gtc ggc gac atc act gct ttg gtt ggt atc act tgt acc cct atc tcc

Val Gly Asp Ile Thr Ala Leu Val Gly lle Thr Cys Thr Pro lle Ser

65 70 75 80

gtc ggc ggt att ggt gga act agc tg gtaagcgttc ggtttgatta

Val Gly Gly Ile Gly Gly Thr Ser Cys

85

catggattta aacattctaa tatcctcgtg cag c tcc tcc cag act ctc tgc
Ser Ser GIn Thr Leu Cys
90 95

tgc gac aac aat aat ttc a gtaagctctt gtgcaacttg acaggccccc

Cys Asp Asn Asn Asn Phe

100
gttgtaataa ttttgcctta cag gc gga ctc ctt gcc ttg gga tgt atc cct
Ser Gly Leu Leu Ala Leu Gly Cys lle Pro

105 110

atc aat atc aat ctc tga

Ile Asn Ile Asn Leu

115

32

48

96

144

192

240

286

338

387

439

457



<210> 2
<211> 116
<212> PRT

<213> Mus musculus

<220>

<221> MOD_RES

<222> 1

<223> FORMYLATION

<220>

<221> DISULFID
<222> 35..76
<223> BY SIMILARITY.

<220>

<221> CARBOHYD

<222> 80

<223> O-LINKED (GLCNAC...) (POTENTIAL).

<400> 2

Met Leu Phe Lys GIn

1

5

Ala Val Ala Thr Pro

Ser Ser Cys
35
Ala Asp Asp
50
Val Gly Asp
65

20

Ala Ile Leu Val

Val Val Asp lle
25

Thr Thr Gly Thr lle Asn

40

Lys Ser lle Ala Gly Leu

55

Ala Thr Thr
10
Arg Arg Arg

Cys Cys Asn

Leu Ser Leu
60

Ile Thr Ala Leu Val Gly lIle Thr Cys

70

Val Gly Gly Ile Gly Gly Thr Ser Cys

Asp Asn Asn

Asn lle Asn
115

Asn
100
Leu

85
Phe

Ser Gly Leu Leu
105

75
Ser Ser GlIn
90
Ala Leu Gly

33

Leu
Thr
Ser
45

Leu
Thr
Thr

Cys

Ala
Asp
Ser
Asn
Pro
Leu

Ile
110

Thr Leu
15
Pro Ala

Ala Ala
Ile Vval

Ile Ser
80

Cys Cys

95

Pro lle



9 4
25
13 6 1
27 5
(
3
38 13 2
13 5 31 8
PCT EASY(SAFE)
22 23
17 3
) ( )

34

10

ISO 646

50



50 3

1.44MB X6225 90mm
15916 rad
ISO 9660 X0025 12 120mm

ISO 646
10 10

35



~No ok wpN

1SO646 ASCII

Shift-JIS

03-3581-1101

36

2456




“Patentin”

03-3581-1101 2456
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