CYT-B-0005-PCT1-SL_ST25
SEQUENCE LISTING

<110> CYTUNE
Université Paris Descartes
APHP
BECHARD, David
TARTOUR, Eric
GEY, Alain

<120> AN IL-15 AND IL-15Ra SUSHI DOMAIN BASED MODULOKINES
<130> CYT-B-0005-PCT1

<150>  13003963.9
<151> 2013-08-08

<160> 19

<170> PatentIn version 3.5

<210> 1

<211> 114

<212> PRT

<213> artificial sequence
<220>

<223> mammalian interleukin 15 consensus sequence

<220>

<221> MISC_FEATURE
<222> (1)..(D)

<223> X= N, S, TorI

<220>

<221> MISC_FEATURE

<222> (..

<223> X=V, H, I, Qor E

<220>

<221> MISC_FEATURE
<222> (4)..4d

<223> X= N, Y, For D

<220>

<221> MISC_FEATURE
<222> (6)..(6)
<223> X= I or R

<220>

<221> MISC_FEATURE

<222> (7)..(7)

<223> X= S, N, L, Y, Kor R

<220>

<221> MISC_FEATURE
<222> (10)..(10)
<223> X= K, E, Ror Q

<220>

<221> MISC_FEATURE
<222> (11)..(1D
<223> X= K, T or R

<220>

<221> MISC_FEATURE
<222> (13)..(13)
<223> X=E, D or Q

Pge p



<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>
<221>
<222>
<223>

<220>
' <221>

<222>-

<223>

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

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

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

<220>
<221>

MISC_FEATURE
(14..(a48

X= D, H, S or N

MISC_FEATURE
(16)..(16)
X=IorT

MISC_FEATURE
a7..an
X=Q, R or K

MISC_FEATURE
(18)..(18)
X= S or F

MISC_FEATURE
(19)..(19)
X=M, T orlL

MISC_FEATURE
21)..Q2D
X=I, Vorwm

MISC_FEATURE
(23)..(023)
X=A or T

MISC_FEATURE
(28)..(28)
X=E or D

MISC_FEATURE
(30)..Q30)
X=D or G

MISC_FEATURE
GL..GD

X=V, F, AorI

MISC_FEATURE
(34)..(34)
X= S, NorR

MISC_FEATURE
G37)..37
X=Vorl

MISC_FEATURE
(39..039)
X=AorT

MISC_FEATURE

CYT-B-0005-PCT1-SL_ST25

Pge p



CYT-B-0005-PCT1-SL_ST25
<222> (41)..(4L)
<223> X= K, Qor N

<220>

<221> MISC_FEATURE

<222> (48)..(48)

<223> X=Q, G, R, Hor E

<220>

<221> MISC_FEATURE
<222> (51)..(5D)
<223> X= S or L

<220>

<221> MISC_FEATURE
<222> (52)..(52)
<223> X=L, Qor H

<220>

<221> MISC_FEATURE
<222> (54)..(54)
<223> X=S, Fory

<220>

<221> MISC_FEATURE

<222> (55)..(55)

<223> X= G, K, S, Nor R

<220>

<221> MISC_FEATURE
<222> (56)..(56)
<223> X= D, H, S or N

<220>

<221> MISC_FEATURE

<222> (57)..(57)

<223> X= A, H, M, E, G, Sor T

<220>

<221> MISC_FEATURE

<222> (58)..(58)

<223> X=S, Vv, P, T, Nor D

<220>

<221> MISC_FEATURE
<222> (59)..(59)
<223> X=I or L

<220>

<221> MISC_FEATURE

<222> (60)..(60)

<223> X= H, S, K, N, Yor E

<220>

<221> MISC_FEATURE
<222> (61)..(6D)
<223> X= Dor E

<220>

<221> MISC_FEATURE
<222> (62)..(62)
<223> X= T, I or A

<220>

<221> MISC_FEATURE
<222> (63)..(63)
<223> X= VorTI

Pge p



<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>
<221>
<222>
<223>

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

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

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

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

<220>
<221>
<222>

MISC_FEATURE
(64)..(64)
X= E, T! Ql

MISC_FEATURE
(66)..(66)
X= L oryv

MISC_FEATURE
(67)..(67)
X= I, T or L

MISC_FEATURE
(68)..(68)

R or K

X=I, M, F, Y or L

MISC_FEATURE
(72)..(72)

X=N, T, R, Dor S

MISC_FEATURE
(73)..(73)

X=S, N, R, Tor I

MISC_FEATURE

(75)..(75)
X= S or N

MISC_FEATURE
(76)..(76)
X= S or A

MISC_FEATURE

@a7..(77)
X= N, I orKk

MISC_FEATURE
(78)..(78)
X= G, E or K

MISC_FEATURE
(79 ..(79

X= N, Y, Dor T

MISC_FEATURE
(80)..(80)
X=V, K or I

MISC_FEATURE
(81)..(81)
X=T, Aor 1

MISC_FEATURE
(83)..(83)

CYT-B-0005-PCT1-SL_ST25

Pge p



CYT-B-0005-PCT1-SL_ST25
<223> X= S, Lor T

<220>

<221> MISC_FEATURE
<222> (87)..(87)
<223> X= E or Vv

<220>

<221> MISC_FEATURE
<222> (93)..(93)
<223> X= E or K

<220>

<221> MISC_FEATURE
<222> (94)..(94)
<223> X= K or R

<220>

<221> MISC_FEATURE
<222> (95)..(095)
<223> X= N, Tor S

<220>

<221> MISC_FEATURE
<222> (96)..(96)
<223> X= I or F

<220>

<221> MISC_FEATURE
<222> (97)..(097)

<223> X= K, N, A, or T

<220>

<221> MISC_FEATURE
<222> (101)..(10D)
<223> X=Q, Kor E

<220>

<221> MISC_FEATURE
<222> (104)..(104)
<223> X=V, I or K

<220>

<221> MISC_FEATURE
<222> (105)..(105)
<223> X= H or R

<220>

<221> MISC_FEATURE
<222> (112)..(112)
<223> X=Nory

<220>

<221> MISC_FEATURE

<222> (113)..(113)

<223> X==T, S, P, L or A

<220>

<221> MISC_FEATURE
<222> (114)..(114)
<223> X= =S or P
<400> 1

Xaa Trp Xaa Xaa val Xaa Xaa Asp Leu Xaa Xaa Ile Xaa Xaa Leu Xaa
1 5 10 15

Pge p



Xaa Xaa Xaa His Xaa

20

Pro Xaa Cys Lys Xaa

val Ile
50

Asn Xaa
65

Xaa Glu

Xaa Glu

Xaa Xaa

<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>

35

Xaa Xaa Glu

Xaa Xaa Leu

Xaa Gly Cys
85

Phe Leu Xaa
100

2
114
PRT

Asp

Thr

Xaa

Ala

70

Lys

Ser

Xaa

Xaa

Xaa

55

Asn

Xaa

Phe

Artificial Sequence

CYT-B-0005-PCT1-SL_ST25
Thr Leu Tyr Thr Xaa Ser Xaa
25

Met
40

xaav

Xaa

Cys

Xaa

Xaa

Xaa

Xaa

Glu

Xaa
105

Cys Phe

Xaa Xaa

Leu Xaa
75

Glu Leu
90

Ile val

Leu

Xaa

60

Xaa

Glu

Gln

Leu

45

Xaa

Xaa

Xaa

Met

primate uinterleukin 15 consensus sequence

MISC_FEATURE
(D..D
X=NorlI

MISC_FEATURE

..
X =NorbD

MISC_FEATURE
(10)..(10)
X =K or R

MISC_FEATURE
(1D..an
X =K or R

MISC_FEATURE
(13)..013)
X = E or Q

MISC_FEATURE
(16)..(16)
X=IorT

Pge p

30

Glu

Xaa

Xaa

Xaa

Phe
110

Xaa

Leu

Xaa

Xaa

Xaa

95

Ile

His

Xaa

Xaa

Xaa

80

Xaa

Xaa



<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>
<221>
<222>
<223>

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

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

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

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

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

MISC_FEATURE

(19)..(19
X=Mor I
MISC_FEATURE

(30)..030)
X=DoregG
MISC_FEATURE

(31)..(31D)
X=VorlI
MISC_FEATURE

(G4)..034
X =S orR
MISC_FEATURE

(52)..(52)
X =LorH
MISC_FEATURE

(55)..(55)
X =G or N
MISC_FEATURE

(56) ..(56)
X =DorN
MISC_FEATURE

(57)..057)
X=AorT
MISC_FEATURE

(58)..(58)

X=S, Nor D

MISC_FEATURE

(60)..(60)
X = Hor N
MISC_FEATURE

(63)..(63)
X=VorlI
MISC_FEATURE

(67)..(67)
X=TIorytL
MISC_FEATURE

(72)..(72)
X =NorR
MISC_FEATURE

(73)..(73)
X=Soril

CYT-B-0005-PCT1-SL_ST25

Pge p



CYT-B-0005-PCT1-SL_ST25

<220>

<221> MISC_FEATURE
<222> (76)..(76)
<223> X =S or A

<220>

<221> MISC_FEATURE
<222> (79)..(79
<223> X =Nor T

<220>

<221> MISC_FEATURE
<222> (80)..(80)
<223> X =vorlI

<220>

<221> MISC_FEATURE
<222> (93)..(093)
<223> X =E or K

<220>

<221> MISC_FEATURE
<222> (112)..(Q112)
<223> X =Nory

<220>

<221> MISC_FEATURE
<222> (113)..(113)
<223> X =T or A
<400> 2

Xaa Trp val Xaa val Ile Ser Asp Leu Xaa Xaa Ile Xaa Asp Leu Xaa
1

GIn Ser Xaa His Ile Asp Ala Thr Leu Tyr Thr Glu Ser Xaa Xaa His
20 25 30

Pro Xaa Cys Lys val Thr Ala Met Lys Cys Phe Leu Leu Glu Leu Gln
35 40 45

val Ile Ser Xaa Glu Ser Xaa Xaa Xaa Xaa Ile Xaa Asp Thr Xaa Glu
50 55 60

Asn Leu Xaa Ile Leu Ala Asn Xaa Xaa Leu Ser Xaa Asn Gly Xaa Xaa
65 70 75 80

Thr Glu Ser Gly Cys Lys Glu Cys Glu Glu Leu Glu Xaa Lys Asn Ile
85 90 95

Lys Glu Phe Leu GIn Ser Phe val His Ile val Gln Met Phe Ile Xaa
100 105 110

Xaa Ser
<210> 3
<211> 114
<212> PRT

Pge p



<213>

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

<400>

Ash Trp
1

GIn Ser

Pro Ser

val Ile
50

Asn Leu
65

Thr Glu

Lys Glu

Thr Ser

<210>
<211>
<212>
<213>

<220>
<223>

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

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

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

<220>
<221>

CYT-B-0005-PCT1-SL_ST25
Homo sapiens

VARIANT
(93)..(093)
X= E or K

3

val Asn val Ile Ser Asp Leu Lys Lys Ile Glu
5

Met His Ile Asp Ala Thr Leu Tyr Thr Glu Ser
20 25

Cys Lys val Thr Ala Met Lys Cys Phe Leu Leu

Ser Leu Glu Ser Gly Asp Ala Ser Ile gis Asp
55 0

Ile I1e Leu Ala Asn Asn Ser Leu Ser Ser Ashn
70 75

Ser Gly Cys Lys Glu Cys Glu Glu Leu Glu Xaa
85 90

Phe Leu GIn Ser Phe val His Ile val GIn Met
100 105

4
61

PRT

Artificial Sequence

mammalian sushi domain consensus sequence

MISC_FEATURE
(3)..03
X=P or A

MISC_FEATURE
(5)..(5
X= M or V

MISC_FEATURE

(7)..(7)
X=V or I

MISC_FEATURE
Pge p

Asp

Asp

30

Glu

Thr

Gly

Lys

Phe
110

Leu

15

val

Leu

val

Asn

Asn
95

Ile

Gln

Glu

val

80

Asn



CYT-B-0005-PCT1-SL_ST25
<222> (13)..(13)
<223> X= W, Ror Q

<220>

<221> MISC_FEATURE
<222> (16)..(16)
<223> X= S or N

<220>

<221> MISC_FEATURE
<222> (19)..(19
<223> X= L or Vv

<220>

<221> MISC_FEATURE
<222> (20)..Q20)
<223> X=Y, Hor N

<220>

<221> MISC_FEATURE
<222> (26)..(26)
<223> X=1I or v

<220>

<221> MISC_FEATURE
<222> (39)..(039
<223> X=Sor T

<220>

<221> MISC_FEATURE
<222> (41D)..(4D)
<223> X=T or I

<220>

<221> MISC_FEATURE
<222> (45)..(45)
<223> X=T or I

<220>

<221> MISC_FEATURE
<222> (45)..(45)
<223> X= L or I

<220>

<221> MISC_FEATURE
<222> (48)..(48)
<223> X= A or N

<220>

<221> MISC_FEATURE
<222> (51)..(5D)
<223> X=V or A

<220>

<221> MISC_FEATURE

<222> (53)..(53)

<223> X=Hory

<400> 4

Cys Pro Xaa Pro Xaa Ser Xaa Glu His Ala Asp Ile Xaa val Lys Xaa
1 5 10 15

Tyr Ser Xaa éga Ser Arg Glu Arg ;gr Xaa Cys Asn Ser g&y Phe Lys

Pge p



CYT-B-0005-PCT1-SL_ST25
Arg Lys §1a Gly Thr ser Xaa Leu Xaa Glu Cys val Xaa Asn Lys Xaa
5 40 45

Thr Asn Xaa Ala Xaa Trp Thr Thr Pro Ser Leu Lys Cys
55 60

50
<210> 5
<211> 64
<212> PRT
<213> Artificial Sequence
<220>

<223> enlarged mammalian sushi domain consensus sequence

<220>

<221> MISC_FEATURE
<222> (Q)..(1)
<223> X=T, Vorl

<220>

<221> MISC_FEATURE
<222> (5)..(5
<223> X= P or A

<220>

<221> MISC_FEATURE
<222> (@)..(D
<223> X= M or Vv

<220>

<221> MISC_FEATURE
<222> (9)..(9)
<223> X=Vor I

<220>

<221> MISC_FEATURE
<222> (15)..(15)
<223> X= W, Ror Q

<220>

<221> MISC_FEATURE
<222> (18)..(18)
<223> X= S or N

<220>

<221> MISC_FEATURE
<222> (21)..(Q21D)
<223> X=L or Vv

<220>

<221> MISC_FEATURE
<222> (22)..(022)
<223> X=Y, Hor N

<220>

<221> MISC_FEATURE
<222> (28)..(28)
<223> X=I or Vv

<220>

<221> MISC_FEATURE
<222> (41)..(4D)
<223> X=Sor T

<220>
Pge p



<221>
<222>
<223>

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

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

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

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

<400>

Xaa Thr Cys Pro Xaa Pro Xaa

1

Lys Xaa Tyr Ser Xaa Xaa Ser

Phe Lys Arg Lys Ala Gly Thr
35

Lys Xaa Thr Asn Xaa Ala Xaa
50

<210>
<211>
<212>
<213>

<220>
<223>

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

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

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

<220>
<221>

MISC_FEATURE
(43)..(43)
X=Tor il

MISC_FEATURE
47)..@47)
X= L or I

MISC_FEATURE
(50)..(50)
X= A or N

MISC_FEATURE

(53)..(53)
X=V or A

MISC_FEATURE

(55)..(55)
X=H or Y
5

5

20

6
61
PRT

Artificial Sequence

primate sushi domain

MISC_FEATURE

3)..(3
X= P or A

MISC_FEATURE

5)..(5
X= M or Vv

MISC_FEATURE
(13)..(13)
X= W, R or Q

MISC_FEATURE

55

CYT-B-0005-PCT1-SL_ST25

Ser Xaa Glu His Ala Asp Ile Xaa
10 15

Arg Glu Arg Tyr Xaa Cys Asn Ser
25 30
Ser Xaa Leu Xaa Glu Cys val Xaa

40 45

Trp Thr Thr Pro Ser Leu Lys Cys
60

consensus sequence

Pge p

val

Gly

Asn

Ile



<222> (20)..(020)
<223> X= Y or H
<220>

<221> MISC_FEATURE
<222> (26)..(26)
<223> X=I or Vv
<220>

<221> MISC_FEATURE
<222> (51)..(5D)
<223> X= V or A
<220>

<221> MISC_FEATURE
<222> (53)..(53)
<223> X= V or A
<400> 6

Cys Pro Xaa Pro Xaa

1

5

CYT-B-0005-PCT1-SL_ST25

Ser val Glu His Ala Asp Ile Xaa val Lys Ser
10

15

Tyr Ser Leu Xaa Ser Arg Glu Arg Tyr Xaa Cys Asn Ser ggy Phe Lys
25

Arg Lys Ala
35

Thr Asn Xaa

20

Gly Thr Ser Ser Leu Thr Glu Cys val Leu Asn Lys Ala
40 45

Ala Xaa Trp Thr Thr Pro Ser Leu Lys Cys
55 60

50
<210> 7
<211> 63
<212> PRT
<213> Artificial Sequence
<220>
<223>
<220>
<221> MISC_FEATURE
<222> (..
<223> X=VorlI
<220>
<221> MISC_FEATURE
<222> (5)..(5
<223> X= P or A
<220>
<221> MISC_FEATURE
<222> (D)..(D
<223> X= M or Vv
<220>
<221> MISC_FEATURE
<222> (15)..(15
<223> X=W, Ror Q
<220>
<221> MISC_FEATURE
<222> (22)..(022)

enlarged primate sushi domain consensus sequence

Pge p



CYT-B-0005-PCT1-SL_ST25
<223> X=Y or H

<220>

<221> MISC_FEATURE
<222> (28)..(28)
<223> X=I or Vv

<220>

<221> MISC_FEATURE
<222> (53)..(53)
<223> X=V or A

<220>

<221> MISC_FEATURE

<222> (55)..(55)

<223> X=H or Yy

<400> 7

Xaa Thr Cys Pro Xaa Pro Xaa Ser val Glu His Ala Asp Ile Xaa val
1 5 10 15

Lys Ser Tyr Ser Leu Xaa Ser Arg Glu Arg Tyr Xaa Cys Asn Ser Gly
20 25 30

Phe Lys Arg Lys Ala Gly Thr Ser Ser Leu Thr Glu Cys val Leu Asn
35 40 45

Lys Ala Thr Asn Xaa Ala Xaa Trp Thr Thr Pro Ser Leu Lys Cys
50

55 60
<210> 8
<211> 61
<212> PRT
<213> Homo sapiens
<400> 8

Cys Pro Pro Pro Met Ser val Glu His Ala Asp Ile Trp val Lys Ser
1 5 10 15

Tyr Ser Leu Tyr Ser Arg Glu Arg Tyr Ile Cys Asn Ser Gly Phe Lys
20 25 30

Arg Lys éga Gly Thr Ser Ser LSu Thr Glu Cys val Lgu Asn Lys Ala
4 4

Thr Asn val Ala His Trp Thr Thr Pro Ser Leu Lys Cys

50 55 60
<210> 9
<211> 64
<212> PRT
<213> Homo sapiens
<400> 9

Ile Thr Cys Pro Pro Pro Met Ser val g]u His Ala Asp Ile Trp val
1 5 0 15

Pge p



CYT-B-0005-PCT1-SL_ST25

Lys Ser Tyr ggr Leu Tyr Ser Arg Glu Arg Tyr Ile Cys égn Ser Gly
25

Phe Lys Arg Lys Ala Gly Thr Ser Ser Leu Thr Glu Cys val Leu Asn
35

45

Lys Ala Thr Asn val Ala His Trp Thr Thr Pro Ser Leu Lys Cys Ile
50 60

<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>
<221>
<222>
<223>

<220>

55

10
77
PRT
Artificial Sequence

mammalian sushi and domains consensus sequence

MISC_FEATURE

..M
Xx=T, vorl

MISC_FEATURE
(5)..()
X= P or A

MISC_FEATURE
@..
X=M or Vv

MISC_FEATURE
®..
X=VorI

MISC_FEATURE
(15)..(15
X= W, R or Q

MISC_FEATURE
(18)..(18)
X= S or N

MISC_FEATURE
2D ..2D
X=L or Vv

MISC_FEATURE
(22)..(22)
X= Y, H or N

MISC_FEATURE
(28)..(28)
X=I or Vv

Pge p



<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>
<221>
<222>
<223>

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

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

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

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

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

MISC_FEATURE
(41)..(4D
X=S or T

MISC_FEATURE
(43)..(43)
X=Tor I

MISC_FEATURE
(47)..(47)
X=L or I

MISC_FEATURE

(50)..(50)
X=A or N

MISC_FEATURE
(53)..(53)
X=V or A

MISC_FEATURE

(55)..(5%
X=Hory

MISC_FEATURE

(55)..(5%)
X=Hory

MISC_FEATURE
(68)..(68)
X=A, S or L

MISC_FEATURE
(70)..(70)
X=V, A, Sor T

MISC_FEATURE
..
X= H or R

MISC_FEATURE
(72)..(72)
X= Q or H

MISC_FEATURE
(73)..(73)
X= R, S or K

MISC_FEATURE

(75)..@75
X= A, Vor pPp

MISC_FEATURE
(76)..(76)
X= P or s

CYT-B-0005-PCT1-SL_ST25

Pge p
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<220>

<221> MISC_FEATURE
<222> (77)..(77)
<223> X=Por T

<400> 10
Xaa Thr Cys Pro Xaa Pro Xaa Ser Xaa Glu His Ala Asp Ile Xaa val
1 5 10 15

Lys Xaa Tyr ggr Xaa Xaa Ser Arg g1u Arg Tyr Xaa Cys égn ser Gly
5

Phe Lys Arg Lys Ala Gly Thr Ser Xaa Leu Xaa Glu Cys val Xaa Asn
35 40 45

Lys Xaa Thr Asn Xaa Ala Xaa Trp Thr Thr Pro ggr Leu Lys Cys Ile
50 55

Arg Asp Pro Xaa Leu Xaa Xaa Xaa Xaa Pro Xaa Xaa Xaa
65

70 75
<210> 11
<211> 77
<212> PRT
<213> Artificial Sequence
<220>

<223> primate sushi and domains consensus sequence

<220>

<221> MISC_FEATURE
<222> (1)..(D
<223> X=Vorl

<220>

<221> MISC_FEATURE
<222> (5)..(5
<223> X= P or A

<220>

<221> MISC_FEATURE
<222> (@)..(7)
<223> X=Mor v

<220>

<221> MISC_FEATURE
<222> (15)..(15
<223> X= W, R or Q

<220>

<221> MISC_FEATURE
<222> (22)..Q22)
<223> X=Y or H

<220>

<221> MISC_FEATURE
<222> (28)..(28)
<223> X= 1 or Vv

<220>
Pge p



<221>
<222>
<223>

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

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

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

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

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

<400>

MISC_FEATURE
(53)..(53)
X= V or A

MISC_FEATURE

(55)..(55)
X=Hory

MISC_FEATURE
(68)..(68)
X= A, SortL

MISC_FEATURE
(70)..(70)
X=V, Aor T

MISC_FEATURE
7D .. (7D
X= H or R

MISC_FEATURE

(75)..(75)
X= A or Vv
11

Xaa Thr Cys Pro Xaa
1 5

Lys Ser Tyr
Phe Lys Arg
35
Lys Ala Thr
50

Arg Asp Pro
65

<210>
<211>
<212>
<213>

<400>

Ile Thr Cys

1

Lys Ser Tyr

Phe Lys Arg
35

ser Leu
20

Lys Ala

Asn Xaa

Xaa Leu

12
77
PRT
Homo

12

sapiens

Pro Pro
5

ser Leu
20

Lys Ala

Pro

Xaa

Gly

Ala

Xaa
70

Pro

Tyr

Gly

Xaa

Ser

Thr

Xaa

55

Xaa

Met

Ser

Thr

CYT-B-0005-PCT1-SL_ST25

ser

Arg

Ser

40

Trp

Gln

Ser

Arg

ser
40

val

Glu

25

Ser

Thr

Arg

val

Glu
25

Ser

Glu His

10

Arg Tyr

Leu Thr
Thr

Pro

Xaa
75

Pro

Glu His

10

Arg Tyr

Leu Thr

Pge p

Ala
Xaa
Glu
ser

60

Pro

Ala

Ile

Glu

Asp

cys

Cys

Leu

Pro

Asp

cys

Xaa val
15

Ile

Asn Ser Gly

30

val Leu Asn

Lys Cys Ile

Ile Trp val

15

Asn Ser Gly
30

val Leu Asn



CYT-B-0005-PCT1-SL_ST25

Lys Ala Thr Asn val Ala His Trp Thr Thr Pro Ser Leu Lys Cys Ile
50 55 60

Arg Asp Pro Ala Leu val His GIn Arg Pro Ala Pro Pro
65 70 75

<210> 13

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> peptidic linker

<400> 13
Ser Gly Gly Ser Gly Gly Gly Gly Ser Ggy Gly Gly Ser Gly g;y Gly
1 5 1

Gly Ser Leu Gln
20

<210> 14

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> peptidic linker

<400> 14

ser Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Ser Gly Gly Gly
1 5 10 15

Gly Ser Gly Gly
20

<210> 15

<211> 21

<212> PRT

<213> Artificial Sequence

<220>
<223> peptidic linker

<400> 15
Sser Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly igr Gly
1 5 10

Gly Gly Ser Leu GIn
20

<210> 16

<211> 22

<212> PRT

<213> Artificial Sequence

Pge p



<220>
<223>

<400>

peptidic Tinker

16

CYT-B-0005-PCT1-SL_ST25

Ser Gly Gly Gly Gly Ser Gly Gly Gly ggy Ser Gly Gly Gly g;y ser
1 5

Gly Gly Gly SAy Ser Gly

<210>
<211>
<212>
<213>

<220>
<223>

<400>

17
22
PRT

Artificial Sequence

peptidic linker

17

Ala Ala Gly Gly Gly Ser Gly Gly Gly SSF Gly Gly Gly Gly igr Gly
1 5 1

Gly Gly Gly ggr Ala Ala

<210>
<211>
<212>
<213>

<220>
<223>

<400>
Ile Thr
1

Lys Ser
Phe Lys
Lys Ala

50

Arg Asp
65

Ser Gly

Gln Asn

18
211
PRT

Artificial Sequence

RLI1

18

Cys

Tyr

Arg

35

Thr

Pro

Gly

Trp

Pro

Ser

20

Lys

Asn

Ala

Gly

val
100

Pro

Leu

Ala

val

Leu

Gly

85

Asn

Pro

Tyr

Gly

Ala

val

70

Ser

val

Met

ser

Thr

His

55

Gly

Ile

ser

Arg

Ser

40

Trp

Gln

Gly

ser

val

Glu

25

Ser

Thr

Arg

Gly

Glu His
10

Arg Tyr

Leu Thr

Thr Pro

Pro Ala
75

Ser Gly
20

Leu Lys

Pge p

Ala

Ile

Glu

Ser

60

Pro

Gly

Lys

Asp

Cys

cys

45

Leu

Pro

Gly

Ile

Ile

Asn

30

val

Lys

Ser

Gly

Glu
110

Trp

15

Ser

Leu

cys

Gly

ser

95

Asp

val

Gly

Asn

Gly
80

Leu

Leu
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Ile GIn Ser Met His Ile Asp Ala Thr Leu Tyr Thr Glu Ser Asp val
115 120 125

His Pro Ser Cys Lys val Thr Ala Met Lys Cys Phe Leu Leu Glu Leu
130 135 140

Gln val Ile Ser Leu Glu Ser Gly Asp Ala Ser Ile His Asp Thr val
145 150 155 160

Glu Asn Leu Ile Ile Leu Ala Ash Asn Ser Leu Ser Ser Asn Gly Asn
165 170 175

val Thr Glu ser Gly Cys Lys Glu Cys Glu Glu Leu Glu Glu Lys Asn
180 185 190

Ile Lys Glu Phe Leu Gln Ser Phe val His Ile val Gln Met Phe Ile
195 200 205

Asn Thr Ser

210
<210> 19
<211> 211
<212> PRT
<213> Artificial Sequence
<220>
<223> RLI2
<400> 19
Ile Thr Cys Pro Pro Pro Met Ser val Glu His Ala Asp Ile Trp val
1 5 ‘ 10 15

Lys Ser Tyr Ser Leu Tyr Ser Arg Glu Arg Tyr Ile Cys Asn Ser Gly
20 25 30

Phe Lys érg Lys Ala Gly Thr Ser Ser Leu Thr Glu Cys val Leu Asn
5 40 45

Lys Ala Thr Asn val Ala His Trp Thr Thr Pro Ser Leu Lys Cys Ile
50 55 60

Arg Asp Pro Ala Leu val His Gln Arg Pro Ala Pro Pro Ser Gly Gly
65 70 75 80

ser Gly Gly Gly Gly Ser Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
85 90 95

Gly Asn Trp val Asn val Ile Ser Asp Leu Lys Lys Ile Glu Asp Leu
100 105 110

Pge p



CYT-B-0005-PCT1-SL_ST25
Ile Gln Ser Met His Ile Asp Ala Thr Leu Tyr Thr Glu Ser Asp val
115 120 125

His Pro Ser Cys Lys Val Thr Ala Met Lys Cys Phe Leu Leu Glu Leu
130 135 140

Gln val Ile Ser Leu Glu Ser Gly Asp Ala Ser Ile His Asp Thr val
145 150 155 160

Glu Asn Leu Ile Ile Leu Ala Asn Asn Ser Leu Ser Ser Ash Gly Asn
165 170 175

val Thr Glu Ser Gly Cys Lys Glu Cys Glu Glu Leu Glu Glu Lys Asn
180 185 190

ITe Lys Glu Phe Leu GIn Ser Phe val His Ile val GIn Met Phe Ile
195 200 205

Asn Thr Ser
210

Pge p



