SEQUENCE LISTING

<110> WYETH HOLDINGS CORPORATION.

<120> CALICHEAMICIN DERIVATIVE-CARRIER CONJUGATES
<130> SP6513B

<160> 51

<170> SeqWinge, version 1.02

<210> 1

<211> 5

<212> PRT

<213> mouse

<220>
<223> b/44g CDR-H1

<220>
<221>

<400> 1
Asn Tyr Trp lle His
1 5

<210> 2
<211> 170
<212> PRT
<213> mouse

<220>
<223> - mouse monocional 5/44 CDR-H2gL1 T3

<220>
<221>



400> 2
Gly lle Asn Pro Gly Asn Asn Tyr Thr Thr Tyr Lys Arg Asn Leu Lys.
1 5 10 15

Gly

<210> 3
<211> 12
<212> PRT
<213> mouse

<220>
<223> mouse monoclonal 5/44 CDR-H3

<220>
<221>

<400> 3
Glu Gly Tyr Gly Asn Tyr Gly Ala Trp Phe Ala Tyr
1 5 10

<210> 4
<211> 16
<212> PRT
<213> mouse

<220>
<223> mouse monoclonal 5/44 CDR-L1

<220>

<221>

<400> 4

Arg Ser Ser GIn Ser Leu Ala Asn Ser Tyr Gly Asn Thr Phe Leu Ser
1 5 10 15



<210> 5
L1= 7
<212> PRT

<213>» mouse

<220>
<223> mouse monoclonal 5/44 CDR-L2

<220>
<221>

<400> 5
Gly tle Ser Asn Arg Phe Ser
1 5

<210> 6
<211> 9
<212> PRT
<213> mouse

<220>
<223> mouse monoclonal 5/44CDR-L.3

<220>
<221>

<400> 6
Leu Gin Gly Thr His Gin Pro Tyr Thr
1 5

<210> 7
<211> 113
<212> PRT
<213> mousse



220>

<223> mouse monocional 5/44g VL domain

<220>

<221>
-<400> 7
Asp Val Val Val Thr Gin Thr Pro Leu Ser Leu Pro Val Ser Phe Gly

1 5 10 18

Asp Gln Val Ser lle Ser Cys Arg Ser Ser Gin Ser Leu Ala Asn Ser
20 25 30

Tyr Gly Asn Thr Phe Leu Ser Trp Tyr Leu His Lys Pro Gly Gln Ser
35 40 45 :

Pro Gin Leu Leu lle Tyr Gly lle Ser Asn Arg Phe Ser Gly Val Pro
50 55 60 '

Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lle
65 - 70 75 80

Ser Thr lle Lys Pro Glu Asp Leu Gly Met Tyr Tyr Cys Leu Gin Gly
85 80 a5

Thr His Gin Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu lle Lys
100 105 - 110

Arg

<210> 8
<211> 121
<212> PRT

<213> mouse monoclonal 5/44 VH domain

<220>



<223> mouse monoclonal 5/44 VH domain

<220>

221>

<400> 8

Glu Val Gin Leu Gin Gin Ser Gly Thr Val Leu Ala Arg Pro Gly Ala
1 5 10 15

Ser Val Lys Met Ser Cys Lys Ala Ser Gly Tyr Arg Phe Thr Asn Tyr
20 25 30

Trp lle His Trp Val Lys Gln ArgiPro Gly Gin Gly Leu Glu Trp lle
35 40 45

Gly Gly fie Asn Pro Gly Asn Asn Tyr Thr Thr Tyr Lys Arg Asn Leu
B0 55 80

Lys Gly Lys Ala Thr Leu Thr Ala Val Thr Ser Ala Ser Thr Ala Tyr
65 70 75 80

Met Asp Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Gys
85 90 95

Thr Arg Glu Gly Tyr Gly Asn Tyr Gly Ala Trp PhekAla Tyr Trp Gly
100 105 110

Gin Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 9

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> cH



<220>
<221>

<400>
1

<210>
<211>

9
Gly Asn Asn Tyr Thr Thr Tyr Lys Arg Asn Leu Lys Gly
5 10
10
13 .
PRT

<212>
<213>

Artificial Sequence

<220>

<223>

<220>
<221

<400~

N55Q

10

. Gly Asn Gln Tyr Thr Thr Tyr Lys Arg Asn Leu Lys Gly

1

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

<220>
<223>

<220>
<221>

<400>

5 10
i
13

PRT
Artificial Sequence

T57A

14

Gly Asn Asn Tyr Ala Thr Tyr Lys Arg Asn Leu Lys Gly

1

5 10



<210> 12

C<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> T57V

<220>
<221>

<400> 12
Gly Asn Asn Tyr Val Thr Tyr Lys Arg Asn Leu Lys Gly
1 5 10

<210> 13
<<211> 17
- <«212> PRT
<213> Artificial Sequence

220>
<223> CDR-H2 (T57)AH'

<220>
<221>

<400> 13
~Gly lle Asn'Pro Gly Asn Asn Tyr Ala Thr Tyr Lys Arg-AsnLeu Lys '
1 5 10 15~ ‘ ’

Gly
<210> 14

<211> 13
<212> PRT



<213> Artificial Sequence

<220>
<223> KBOR

<220>

<221>

<400> 14

Gly Asn Asn Tyr Thr Thr Tyr Arg Arg Asn Leu Lys Gly
1 5 10

<210> 18

<211> 17

<212> PRT

<213> Arlificial Sequence

<220>
<223> CDR-HZ (KEOR)R H2"

<220>
<221>

<400> 15
Gly lle Asn Pro Gly Asn Asn Tyr Thr Thr Tyr Arg Arg Asn Leu Lys
1 5 10 15

<210> 16

<211> 17

<212> PRT

<213> Artificial Sequence

<220»
<223> CDR-H2 (T57A KBOR) H™



<220>
<221>

<400> 16
Gly lle Asn Pro Gly Asn Asn Tyr Ala Thr Tyr Arg-Arg Asn Leu Lys
1 5 10 15

“Gly

<210> 17
<211> 70
<212> PRT
<213> Homo sapien

<220>

<223> DPFK9

<220>

<221>

<400> 17

Asp lle Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Vail Gly
1 5 10 .15

Asp Arg Vai Thr lle Thr Cys Trp Tyr Gin Gin Lys Pro Gly Lys Ala
20 25 30

Pro Lys Leu Leu lle Tyr Gly Val Pro Ser Arg Phe Ser Gly Ser Gly
35 40 - 45

Ser Gly Thr Asp Phe ThrLeu Thrile Ser Sér Leu Gin Pro Glu Asp
50 55 ‘ 80

Phe Ala Thr Tyr Tyr Cys
65 70



<210> 18

<211> - 11

<212> PRT

<213> Homo sapliens

<220>

. =223> JK1

<220>
<221>

<400> 18
Phe Gly Gin Gly Thr Lys Val Giu lle Lys Arg
1 5 10

<210> 19
<211> 113
<212> PRT
<2138> Ariificial Sequence

<220>
<223> gl1

<220>
<221>

<400> 19
Asp Vai Gin Val Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1 5 : 10 15

Asp Arg Val Thr lle Thr Cys Arg Ser Ser Gin Ser Leu Ala Asn Ser
) 20 25 - 30

Tyr Gly Asn Thr Phe Leu Ser Trp Tyr Leu His Lys Pro Gly Lys Ala
35 40 45

Pro Gin Leu Leu lle Tyr Gly lle Ser Asn Arg Phe Ser Gly Val Pro

10



50 55 " 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle

65 70 75 80

Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Gly
85 .90 95

Thr His Gin Pro Tyr Thr Phe Gly Gin Gly ThrLys Val Glu lle Lys
100 105 110

Arg

<210> 20

<211> 118

<212> PRT

<213> Artificial Sequence

<220>
<223> gl2

<220>
<221>

<400> 20
Asp Val Val Val Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 - b 10 ' 15

Asp Arg Val Thr lle Thr Cys Arg Ser Ser Gin Ser Leu Ala Asn Ser
20 25 - 30

Tyr Gly Asn Thr Phe Leu Ser Trp Tyr Leu His Lys Pro Gly Lys Ala
35 40 - 45

Pro Gin Leu Leu ile Tyr Gly lle Ser Asn Arg Phe Ser Gly Val Pro
50 55 e 60

11



Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle
65 70 75 80

Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu GIn Gly
85 20 85

Thr His Gln Pro'Tyr Thr Phe Gly Gln Gly Thr Lys Val Glu lle Lys
100 105 110

Arg

<210> 21
<211> 80
<212> PRT
<213> Homo sapiens

<220>
<223> DP7

<220>
<221>

<400> 21 '
Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Trp Val
20 25 30

Arg Gin Ala Pro Gly Gin Gly Leu Glu Trp Met Gly Lys Phe Gin Gly
35 40 45 ‘

Arg Val Thr Met Thr Arg Asp Thr Ser Thr Ser Thr Val Teret Glu
50 55 60

12



Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg
65 70 75 80

<210> 22

<211> 11

<212> PRT

<213> Homo sapiens

<220>
<223>. JH4

<220~
<221>

<400> 22
Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
1 .5 10

<210> 23

<211> 121

<212> PRT

<213> Artificial Sequence

<220>
<223> gH1

<220>
<221>

<400> 23
Glu Val Gin Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Arg Phe Thr Asn Tyr
20 25 30

13



Trp lle His Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp lle
35 40 45 )

Gly Gly lle Asn Pro Gly Asn Gln Tyr Thr Thr Tyr Lys Arg Asn Leu
50 55 80

Lys Gly Arg Ala Thr Leu Thr Ala Asp Thr Ser Thr Ser Thr Val Tyr
685 70 75 80

Met Glu Leu Ser Sar Leu Arg Ser Glu Asp Thr Ala Val-Tyr Tyr Cys
85 90 ’ g5 ‘

Thr Arg Glu Gly Tyr Gly Asn Tyr Gly Ala Trp Phe Ala Tyr Trp Gly
100 1086 110

Gin Gly Thr Leu Val Thr Val Ser Ser
118 120

<210> 24

<211> 121

<212> PRT

<213> Artificial Sequence

<220>

<223> gH4

<220>

<221>

<400> 24 )

Gilu Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 . 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Arg Phe Thr Aén Tyr
20 25 30

Trp lle His Trp Val Arg Gin Ala Pro Gly Gin Gly Leu Glu Trp lle

14



35 40 45

Gly Gly lle Asn Pro Gly Asn Asn Tyr Ala Thr Tyr Arg Arg Asn Leu
50 55 60

Lys Gly Arg Ala Thr Leu Thr Ala Asp Thr Ser Thr Ser Thr Val Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Gys
85 90 85

Thr Arg Glu Gly Tyr Gly Asn Tyr Gly Ala Trp Phe Ala Tyr Trp Gly
100 105 110

Gin Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 25
<211> 121
<212> PRT
<213> Artificial Sequence

Q220>
<223> gH5

<220>
<221>

<4Q0> 25
Glu Val Gin Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 16

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Arg Phe Thr Asn Tyr
20 25 30

Trp lle His Trp Val Arg Gin Ala Pro Gly Gin Gly Leu Glu Trp lle
35 40 45

15



Gly Gly lle Asn Pro Gly Asn Asn Tyr Ala Thr Tyr Arg Arg Asn Leu
50 56 -~ 80

Lys Gly Arg Val Thr Met Thr Ala Asp Thr Ser Thr Ser Thr Val Tyr
65 70 _ 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Thr Arg Glu Gly Tyr Gly Asn Tyr Gly Ala Trp Phe Ala Tyr Trp Gly
100 105 - 110

Gln Gly Thr Leu Val Thr Val Ser Ser
115 120

-<210> 26

<211> 121

<212> PRT

<213> Attificial Sequence

<220>
<223> gH6

<220>
<221>

<400> 26
Glu Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 : 15

¥ Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Arg Phe Thr Asn Tyr

20 25 30

Trp lle His Trp Val Arg Gin Ala Pro Gly Gin Gly Leu GluTrp lle
35 40 45

16



Gly Gly lle Asn Pro Gly Asn Asn Tyr Ala Thr Tyr Arg Arg Lys Phe
50 55 60

Gin Gly Arg Ala Thr Leu Thr Ala Asp Thr Ser Thr Ser Thr Val Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thf Ala Val Tyr Tyr Cys
85 80 95

Thr Arg Glu Gly Tyr Gly Ash Tyr Gly Ala Trp Phe Ala Tyr Trp Gly
100 , 105 110 Y

Gin Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 27
<211> 121
<212> PRT
<213> Artificial Ssquence

<220>
<223> gH7

<220>
<221>

<400> 27
-Glu Val Glin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Arg Phe Thr Asn Tyr
20 25 30

Trp lle His Trp Val Arg Gin Ala Pro Gly Gin Gly Leu Glu Trp lle
35 40 45

Gly Gly lle Asn Pro Gly Asn Asn Tyr Ala Thr Tyr Arg Arg Lys Phe

17



5 55 80

GlIn Gly Arg Val Thr Met Thr Ala Asp Thr Ser Thr Ser Thr Val Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 80 95

Thr Arg Glu Gly Tyr Gly Asn Tyr Gly Ala Trp Phe Ala Tyr Trp Gly
100 108 110

Gin Gly Thr Leu Vai Thr Val Ser Ser
115 120

<290> 28
<211> 239
<212> PRT
<213> Artificial Sequsnce

<220> o
<223> Full sequence of grafted light chain

<220>

<221> .

<400> 28

Met Lys Leu Pro Val Arg Leu Leu Val Leu Leu Leu Phe Trp lle Pro
1 5 - 10 15

Ala Ser Arg Gly Asp Val Gin Val Thr Gln Ser Pro Ser Ser Leu Ser
20 25 30 i

Ala Ser Val Gly Asp Arg Val Thr lie Thr Cys Arg Ser Ser Gin Ser
35 40 - 45

Leu Ala Asn Ser Tyr Gly Asn Thr Phe Leu Ser Trp Tyr Leu His Lys
50 55 0

18



Pro Gly Lys Ala Pro Gin Leu Leu lle Tyr Gly lle Ser Asn Arg Phe
65 70 75 80

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe
: 85 a0 95

Thr Leu Thrlle Ser Ser Leu Gin Pro Glu Asp Phe Ala Thr Tyr Tyr
100 105 110

Cys Leu Gln Gly Thr His GIn Pro Tyr Thr Phe Gly GIn Gly Thr Lys
- 115 120 125

Val Glu lie Lys Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro
130 135 140

Pro Ser Asp Giu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu
145 150 185 160

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val GiIn Trp Lys Val Asp
165 170 175 '

Asn Ala Leu Gln Ser Gly Asn Ser Gin Glu Ser Val Thr Giu Gin Asp
180 185 190

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys
195 200 205

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin
210 215 220

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

<210> 29

<211> 781
<212> DNA

19



<213> Artificial Sequence

<220> '
<223> Full sequence of grafted light chain

<220>
<221>

<400> 29

ttcgaagocg ccaccatgaa gttgcotgﬁ aggctgttag tgctictgtt gitetggatt 60
cetgeticee ggggtgacgt tcaagtgace cagagceocat coagectgag cgeatetgta 120
ggagaccggg tcaccatcac tigtagatce agtcagagte ttgcaaacag ttatgggaae 180
accttittgt cttggtatet goacaaacca ggtaaagcece cacaattgct catotacgga 240
atclctaaca gatttagtgg tgtaccagac aggttcageg gttccggaag tggtactgat 300
ttcaccetea cgatetegic totccageea gaagatticg ceacttatta ctgtttacaa 380
Qgtacacatc agcoegtacac attcggteag ggtactaaag tagaaatcaa acgtacggta 420
geggecceat ctgteticat cticeegeca totgatgage agtigaaate tggaactgec 480
tetgttgtgt goctgotgaa taactictat cco_agagag”g ccaaagtaca gtggaaggtg 540
gataacgeee tccaatcggg taactcecoag gagagtigtca cagageagga cageaaggac 600
agcacctaca gecicageag caccctgacy ctgageaaag cagactacga gaaacacaza 660 ’
gtctacgect gegaagteac ccatcaggge ctgagetege cegtcacaaa gageticaac 720 /
aggggagagt gttagaggga gaagtgecce cacctgolee tcagticeag cetgggaatt 780
c 781

<210> 30
<211> 467
<212> PRT
<213> Artificial Sequence

<220>
<223> Full sequence of grafted heavy chain

<220>
<221>

<400> 30 v
Met Asp Phe Gly Phe Ser Leu Val Phe Leu Ala Leu lie Leu Lys Gly

20



1 5 10 15

Val GIn Cys Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys
20 25 30

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Arg Phe
35 40 45

Thr Asn Tyr Trp lle His Trp Val Arg GIn Ala Pro Gly GIn Gly Leu
50 55 60 ‘

Glu Trp lle Gly Gly lle Asn Pro Gly Asn Asn Tyr Ala Thr Tyr Arg
65 70 75 T80 .

Arg Lys Phe Gin Gly Arg Val Thr Met Thr Ala Asp Thr Ser Thr Ser
85 90 a5

Thr Val Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val
100 105 110

Tyr Tyr Cys Thr Arg Glu Gly Tyr Gly Asn Tyr Gly Ala Trp Phe Ala
115 120 125

Tyr Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys
130 135 140

Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu
145 150 155 160

Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro
' 165 170 178

Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr
180 185 190

Phe Pro Ala Val Leu Gin Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val
195 200 205

21



Val Thr Val Pro Ser Ser Ser Lau Gly Thr Lys Thr Tyr Thr Cys Asn
210 215 220

Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Vél Glu Ser
225 - 230 235 240

Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly
245 250 255

Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
260 265 270

lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val 8er Gin
275 280 285

Glu Asp Pro Glu Val Gin Phe Asn Trp Tyr Val Asp Gly Val Glu Val
290 295 : 300

His Asn Ala Lys Thr Lys ProArg Glu Glu Gin Phe Asn Ser Thr Tyr
305 310 315 320

Arg Val Val Ser Val Leu Thr Val Leu His Gin Asp Trp Leu Asn Gly
325 330 335

Lys Glu Tyr Lys Cys Lys Vat Ser Asn Lys Gly Leu Pro Ser Ser lle
340 345 350 '

Glu Lys Thr tle Ser Lys Ala Lys Gly Gin Pro Arg Glu Pro Gin Val
- 355 360 365

Tyr Thr Leu Pro Pro Ser Gin Glu Glu Met Thr Lys Asn Gin Val Ser
370 375 380

Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu
385 390 395 400

22



Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro
405 410 415

Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val
420 425 430

Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met
435 440 445

His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser
450 485 460

Leu Gly Lys
465

<210> 31

<211> 2160

<212> DNA

<213> Artificial Sequence

<220>
<223> Full DNA sequence of grafted heavy chain

<220>
<221>

<400> 31 ‘

aagcttgeog coaccatgga ctteggatie tetefegtgt tectggeact catictcaag 60
ggagigeagt gtgaggtgea attggtocag tcaggagcag aggttaagaa geetgatget 120
tccgtcaaag tiicgtgtaa ggetagegge tacagg‘ttca caaattatly gaticattgg 180
gtcaggcagg ctecgggaca aggectggaa tggateggaty geattaatce coggaataac 240
tacgctacat ataggagaaa attccaggge agagtiacga tgaccgegga cacotecaca 300
agcactgtet acatggaget gicatctetg agatccgagg acaccgeagt gltactattgt - 360
actagagaag getacggtaa ttacggagee tggttcgeet actggggeca gggtacecta 420
gtcacagtet cctoagette tacaaaggge ceatecgtet tocecotgge gecatgetee 480
aggagcacct cogagagceac ageegeectyg ggotgectyg teaaggacta clteccogaa 540
coggtgacyy totegiygaa cleaggegec ctgaccageg gegtgeacac citcecegget 600

23



glectacagt coteaggact ctacteccte agoagegtgy tgacscgtgec ctecagoage 660
ttgggcacga agacctacac clgeaacgta gatcacaage ccageaacac caaggiggac 720
aagagagtty gtgagaggec ageacaggga gggagagtot ctgctggaag coaggetecag 780
ceoteotges tggacgeass cegyetgtge ageeceages cagggeagea aggeatgees 840
catctgtetc ctcaccogga ggecictgac caccocacte atgoocaggy agagggtett 800
ctggatittt ccaccagget ccgggeages acaggcetgga tgecectace ccaggecctg 960
cgcatacagg ggecaggtgct gegeteagac ctgccaagag ccatatcegg gaggacecty 1020
ccectgaccet aageccacee caraggecaa actetecact cectcagete agacacette 1080
tctectecoca gatctgagta acteceaate ttetetetge agagtecaaa tatggtecce 1140
catgeccace atgeccaggt aagecaacec aggoctegee clecagetea aggegggaca 1200
ggtgecetag agtagectge atccagggac aggecccage cgggtgetga cgcatccace 1260
tecatetett cetcageace tgagttcetg gggggaccat cagteticet gticcccoca 1320
aaacccaagg acactcteat gatctccegy accectgagg teacgtgegt ggtggtggac 1380
gtgagceagg aagaccecga ggtecagtic aactggtacy tggatggegt ggaggtgeat 1440
aatgccaaga caaagocgey ggaggageag tteaacagea cgtacegigt ggteagegtc 1500
cteacegtce tgcaccagga ctggetgaac ggeaaggagt acaagtgeaa ggtetecaac 1560
aaaggcctee cgtectecat cgagaaaaco atotccagag ccaaaggtgg gacccacggg 1620
gtgegaggge cécatggaca gaggtcaget cggeecacee tetgeeetgy gagtgaccge 1680
tgtgccaace totgteccta cagggeagec cegagageoa caggtgtaca ccotgescce 1740
ateccaggag gagatgacca agaaccaggt cagecetgace tgectggtca aaggettcta 1800
coccagegac atcgecgtgg agtoggagag caatgggeag ccggagaaca actacaagac 1860
cacgeetoce gigotggact cogacggete cticttocte tacagoagge taaccgtgga 1920
caagagcagg tggcaggagg ggaatgtett cteatgetee gtgatgeaty aggetetgea 1980
caaccactac acacagaaga gecetcteecet gtetetggat aaatgagtge cagggeegge 2040
aagccecoge feccegggct cteggagtey cgcgaggaty cttggeacgt acceegteta 2100
catacticee aggeacceag calggaaata aagcacccac cactgecotg getegaatte 2160

<210> 32

<211> 94

<212> DNA

<213> Artificial Sequence

<220>
<223> B44gH1 T1

<220~
<221>

24



<400> 32
agtgtgaggt geaattggte cagtoaggag cagaggitaa gaagectggt gottcogtea 60
aagtttogty taaggetage ggotacaggt teac 94

<210> 33

<211> 86

<212> DNA

<213> Atificial Sequence

<220>
<223> 544gH1 T2

<220>
<221>

<400> 33
gtggcattaa tcccgggaat cagtacacta catataacag aaatctaaag ggecagageaa 60
cgetgacege ggacacctee acaageacty telaca 96

<210> 34

<211> 85

<212> DNA

<213> Atificial Sequence

<220>
<223> B44gH1 T3

<220>
<221>

<400> 34
agagaagget acggtaatta cggagectyg tegectact ggggecaggg tacectagie 60
acagtctect cagetictac aazgggeccea agaaa ‘ 95 '

<210> 35
<211> 94

25



<212> DNA
<213> Artificial Sequence

<220>
<223> 544 gH1 B4

<220>
221>

<400> 35 ‘ ,
ggaccaatty cacctcacac tgeactecct {gagaatgag tgecaggaac acgagagaga 60
atccgaagte catgotggeg geaagetitt atte 94

<210> 36

<211> 97

<212> DNA

<213> Artificial Sequence

<2205
<223> 544gH1 B2

<2205

<221>

<400> 38
gattccecggg attaatgeca cegatecatt ccaggectty tcccggagee tgectgacee 60
aatgaatcca ataattigty aacctgtage cgetage o7

<210> 37

<211> 93

<212> DNA

<213> Artificial Sequence

<220>
<223> Bd44gH1B3

<220>

26



<221>

<400> 37

cgtaattacc gtagectict ctagtacaat agtacactge ggtgtecteg gatotecagag 60
atgacagctc catgtagaca gtgetigtag agg .83

<210> 38

<211> 21

<212> DNA

<213> Ariificlal Sequence

<220>
<223> b544gH1 F1

<220>
<221>

<400> 38

gaataaaagc ttgccgecac ¢ : 21

<210> 39

<211> 22

<212> DNA

<213> Artificlal Sequence

<220>
<223> B44gH1 R1

<220>
<221>

- <400> 39

tttcttgggo ccttigtaga ag : 22
<210> 40

<211> 87
<212> DNA

27



<213> Artificlal Sequence

<220
<223> 544glq T1

<220>
<221>

<400> 40
gettcocggy gtgacgttca agtgaceeag ageceatcea goctgagege afctgtagga &0
gaccgggtca ceateactig tagatec ' 87

<210> 41

<211> 80

<212> DNA

<213> Artificial Sequence

<220>
<223> B44gL1 T2

<220>
<221>

<400> 41
tatctgeaca aaccaggtaa agecccacaa ttgetcatet acggaatcotc taacagattt 60
agtggfgﬁac cagacaggtt cageggttce 80

<210> 42

<211> 91

<212> DNA

<213> Artificial Sequence

<220>
<223> 544gl17T3

<220>
221>

28



<400> 42
agatttcgeo acttattact gittacaagg tacacatcag cogtacacat teggtcaggg 60
tactaaagta gaaatcaaac gtacggegty © 91

<210> 43

<211> 88

<212> DNA

<213> Artificial Sequence

<220>
<223> 544gl1 B1

<220>
<221>

<400> 43
gaacgtcace ccgggaagea ggaatccaga acaacagaag caccaacagce ctaacaggea 60
acttecatggt ggeggeticg aatcatce 88

<210> 44

<211> 88

<212> DNA

<213> Artificial Sequence

<220>
| <223> 544gL1 B2

<220>
<221>

<400> 44
ctitacctgg ittgtgcaga taccaagaca aaaaggiglt cocataactyg ttgcaagac 80
tctgactgga totacaagtly atggtgac 88

<210> 45
<211> 90

29



<212> DNA
<213> Artificial Sequence

<220>
<223> 544glL1B3

<220>
<221>

<400> 45

aacagtaata agtggcgaaa tetictgget ggagag‘acga gatcgtgagg gtgaaatcag 60
taccacttce ggaaccgctg aacctgtotg 90

<210> 46

211> 20

<212> DNA

<213> Artificlal Sequence

<220>
<223> &d44gl1 F1

<220>
<221>

<400> 46
ggatgaticyg aagecgccac ' 20

<210> 47

<211> 21

<212> DNA

<213> Artificial sequence

<220
<223> 544gl1 R1

<220>
<221>
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<400> 47 _
gcacgeegta cgittgatit ¢ 21

<210> 48
<211> 339
<212> DNA
<213> mouse

<220>
<223> DNA sequence of mouse monocional 5/44 VL.

<220>
<221>

<400> 48

gatgtigtgg tgactcaaac tecactcice ctgeciglca getttggaga teaagtttet 60
atetcttgea ggtotagtca gagtetigea aacagitatg ggaacacett titgtetigg 120
tacctgeaca agectggeca gtoetccacdg ctecteatet atgggatite 6aaoagattt 180
tctggggtyge cagacaggtt cactggeagt ggt’g{:aggga cagatitcac actcaagate 240
agcacaataa agectgagga cttgggaatg tattactget tacaaggtac acatcageeg 300
tacacgticg gaggggggac caagotggaa ataaaacgt ' 338

<210> 49
<211> 383
<212> DNA
<213> mouse

<220>
<223> DNA sequence of mouse monocional §/44 VH

<220>
<221>

<400> 48

gaggtccaac tgcagcagte tgggactgia ctggoaagge ctogggetic cgigaagaty 60
tcctgeaagy cttclggeta caggtttace aactactgga ticactgggt aaaacagagg 120
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cctgggcagg gtctagaatg gattggtggt attaatcctg gaaataatta tactacgtat

aagaggaact tgaagggcaa ggccacactg actgcagtca catccgecag cactgectac

atggacctca gcagectgac aagtgaggac tctgoggrct attactgtac aagagaggge

tatggtaact acggggcctg gtttgcttac tggggccagg ggactctggt caccgtctce

tca

<210> 50
<211> 9
<212> DNA
<213>
<220>
<223>
<400> 50
gccgecace
<210> 51
<211> 101
<212> DNA
<213>
<220>
<223>
<400> 51
gcgegcaagce
ctcaagggag
<210> §2
<211> 339
<212> DNA
<213> Mus
<220>
<223> DNA
<400> 52
ctacaacacc
tagagaacgt
atggacgtgt
agaccccacg
tcgtgttatt
atgtgcaagc
<210> 53
<211> 363
<212> DNA
<213> Mus
<220>
<223> DNA
<400> 53
ctccaggtty

Artificial Sequence

Aartificial Sequence

5' oligonucleotide primer

Sequence within oligonucleotide primer

ttgccgecac catggacttc ggattctotc tcgtgtioct ggcactcatt

tgcagtgtga ggtgcagctc gtcgagtctg g

musculus

noncoding strand for mouse monoclonal 5/44 viL domain

actgagtttg
ccagatcagt
tcggaccggt
gtctgtccaa
tcggactcct

ctccccectg

musculus

aggtgagagg
ctcagaacgt
cagaggtgtc
gtgaccgtca
gaacccttac

gttcgacctt

gacggacagt cgaaacctclt agttcaaaga
ttgtcaatac ccttgtggaa aaacagaacc
gaggagtaga taccctaaag gttgtctaaa
ccaagtccct gtctaaagtg tgagttctag
ataatgacga atgttccatg tgtagtcggc

tattttgca

noncoding strand for mouse monoclonal 5/44 vH domain

acgtcgtcag accctgacat gaccgticcg gaccccgaag gcacttctac

32

180
240
300
360
363

60
101

60
120
180
240
300
339

60
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aggacgttcc gaagaccgat gtccaaatgg ttgatgacct aagtgaccca trtrtgtctcc 120
ggaccecgtee cagatcttac ctaaccacca taattaggac ctttattaat atgatgcata 180
ttctccttga acttcccgtt ccggtgtgac tgacgtcagt gtaggcggtc gtgacggatg 240
tacctggagt cgtcggactg ttcactcctg agacgeccaga taatgacatg ttctctcccg 300
ataccattga tgccccggac caaacgaatg accccggtcc cctgagacca gtggcagagd 360
agt 363
<210> 54

<211> 110

<212> DNA

<213> Artificial sequence

<220> .

<223> gH4 oligonucieotide

<400> 54

ccgggaataa ctacgctaca tataggagaa atctaaaggg cagagcaacg ctgaccgect 60
tattgatgcg atgtatatcc tetttagatt tcccgtectcg ttgcgactgg 110
<210> 55

<211> 20

<212> PRT

<213> Artificial sequence

<220>

<223> gH4 graft

<400> 55

Pro Gly Asn Asn Tyr Ala Thr Tyr Arg Agg Ash Leu Lys Gly ﬁgg Ala
1 5 1

Thr Leu Thr Ala

20
<210> 56
<211> 109
<212> DNA
<213> Artificial sequence
<220>
<223> gHS oligonucieotide
<400> 56
tcgggaataa ctacgctaca tataggagaa atctaaaggg cagagttacg atgaccgect 60
tattgatgcg atgtatatcc tctttagatt tcccgtctca atgctactgg 110
<210> 57
<211> 20
<212> PRT
<213> Artificial Sequence
<220>
<223> gHS graft
<400> 57

33
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Pro Gly Asn Asn Tyr Ala Thr Tyr Arg Arg Lys Phe GIn Gly ﬁgg val
1 5 10

Thr Met Thr Ala

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

<220>
<223>

<400>

20

58
110
DNA
Artificial sequence

gH6 oligonucleotide
58

ccgggaataa ctacgctaca tataggagaa aattccaggg cagagcaacg ctgaccgect

tattgatgcg atgtatatcc tcttttaagg tcccgtctcg ttgcgactgg

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

<220>
<223>

<400>

59
20
PRT
Artificial Sequence

gH6 graft
59

iro Gly Asn Asn Tyr Ala Thr Tyr Arg Qgg Lys Phe Gln Gly Qgg Ala
5

Thr teu Thr Ala

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

<220>
<223>

<400>

20

60

110

DNA

Artificial Sequence

gH? oligonucleotide
60

ccgggaataa ctacgctaca tataggagaa aattccaggg cagagttacg atgaccgect

tattgatgcg atgtatatcc tcttttaagg tcccgtctca atgctactgg

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

<220>
<223>

<400>

1

61

20

PRT

Artificial sequence

gH7 graft
61

pPro Gly Asn Asn Tyr Ala Thr Tyr Arg Arg Lys Phe Gln Gly égg val
5 10

60
110

60
110



Thr Met Thr Ala

<210> 62
<211> 123
<212> DNA
<213>
<220>
<223>
<400> 62

20

Sequence Listing.txt

Artificial Sequence

gL2 oligonucleotide

ccggggtgac gttgtcgtga cccagagece atccagectg agcgcatctg taggagaccg

gccactgcaa cagcactggg tctcgggtag gtcggactcg cgtagacatc ctctggecca

gtg

<210> 63
<211> 22
<212> PRT
<213>

<220>
<223>

<400> 63

gL2

graft

Artificial Sequence

ser Arg Gly Asp val val val Thr G1n Ser Pro Ser Ser Leu Ser Ala
1 5

ser val Gly Asp Arg val Thr
20

<210> 64
<211> 781
<212> DNA
<213>

<220>
<223>

<400> 64
aagcttcggce

ggacgaaggg
cctetggecc
tggaaaaaca
tagagattgt
aagtgggagt
ccatgtgtag
cgcecggggta
agacaacaca
ctattgcggg

tcgtggatgt

ggtggtactt
ccccactgea
agtggtagtg
gaaccataga
ctaaatcacc
gctagagcag
tcggcatgtg
gacagaagta
cggacgactt
aggtrtagccec

cggagtcgte

Artificial Sequence

caacggacaa
agttcactgg
aacatctagg
cgtgtttggt
acatggtctg
agaggtrcggt
taagccagtc
gaagggcggt
attgaagata
attgagggtc
gtgggactgc

DNA noncoding strand for g5/44 light

tccgacaacce
gtctcgggta
tcagtctcag
ccatttcggg
tccaagtcge
cttctaaagc
ccatgatttc
agactactcg
gggtctctce
ctctcacagt

gactcgtttc

35

chain

acgaagacaa
ggtcggactc
aacgtttgtc
gtgttaacga
caaggcctte
ggtgaataat
atctttagtt
tcaactttag
ggtttcatgt
gtctecgteet

gtctgatget

15

caagacctaa
gcgtagacat
aatacccttg
gtagatgcct
accatgacta
gacaaatgrtt
tgcatgccat
accttgacgg
caccttccac
gtcgttectg

ctttgtgtrtt

60
120
123

60
120
180
240
300
360
420
480
540
600
660
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cagatgcgga cgcttcagtg ggtagtcccg gactcgageg ggcagtgttt ctcgaagttg

tcccctctca caatctccct cttcacgggg gtggacgagg

g

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

<220>
<223>

<400> 65
ttcgaacggc

65

DNA

cctcacgtca
aggcagtttc
cagtcegtcec
atgcgatgta
tcgtgacaga
tgatctecttc
cagtgtcaga
tcctegtgga
ggccactgec
caggatgtca
aacccgtgcet
ttctctcaac
gggaggacgg
gtagacagag
gacctaaaaa
gcgtatgtec
ggggactgga
agaggagggt
gtacgggtgyg
ccacgggatc
aggtagagaa
tttgggttcc
cactcggtec
ttacggttct
gagtggcagg
ttteccggagg

2160

ggtggtacct
cactccacgt
aaagcacatt
gaggcectgt
tatcctettt
tgtacctcga
cgatgccatt
ggagtrcgaag
ggctctcgtg
acagcacctt
ggagtcctga
tctggatgtg
cactcteegg
acctgegtgg
gagtgggcct
ggtggtccga
ccgtecacga
ttcggttogg
ctagactcat
tacgggtcca
tcatcggacg
ggagtcgtgg
tgtgagagta
ttctggggct
gtttcggegce
acgtggtcct

gcaggaggta

Artificial Sequence

gaagcctaag
taaccaggtc
ccgatcgeeg
tccggacctt
taaggtcccg
cagtagagac
aatgcctcgg
atgtttcccg
tcggcgggac
gagtccgegg
gatgagggag
gacgttgcat
tcgtgtecct
ggccgacacg
ccggagactg
ggcccgtegg
cgcgagtctg
gtttccggtrt
tgagggttag
ttcggttggg
taggtccctg
actcaaggac
ctagagggcc
ccaggtcaag
cctcctegrce
gaccgacttg

gctcttttgg

DNA noncoding strand for g5/44 heavy

agagagcaca
agtcctegtc
atgtccaagt
acctagccac
tctcaatget
tctaggetcc
accaagcgga
ggtaggcaga
ccgacggacc
gactggtcge
tcgtecgeacc
ctagtgttcg
ccectececaca
tcgaggtcgg
gtggggtgag
tgtccgacct
gacggttctc
tgagaggtga
aagagagacg
tccggagegg
tccggggteg
cccectggra
tggggactcc
ttgaccatgc
aagttgtcgt
ccgttectea

tagaggtttc

36

agtcaaggtc

chain

aggaccgtga
tccaatrtctt
gtttaataac
tgtaattagg
actggcgect
tgtggegtca
tgaccceggt
agggggaccg
agttcctgat
cgcacgtgtg
actggcacgg
ggtcgttgtg
gacgaccttc
gtccegtegt
tacgggtccc
acggggatgg
ggtataggcc
gggagtcgag
tctcaggttt
gaggtcgagt
gcccacgact
gtcagaagga
agtgcacgca
acctaccgca
gcatggcaca
tgttcacgtt

ggtttccacc

ggacccttaa

gtaagagttc
cggaccacga
ctaagtaacc
gcccttattg
gtggaggtgt
catgataaca
cccatgggat
cgggacgagg
gaaggggctt
gaagggccga
gaggtcgtcg
gttccacctg
ggtccgagtc
tcegtacggg
tctcccagaa
ggtccgggac
ctcctgggac
tctgtggaag
ataccagggg
tccgeectgt
gcgtaggtgg
caaggggygt
ccaccacctg
cctccacgta
ccagtcgcag
ccagaggttg
ctgggtgecc

720
780
781

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620



cacgereceeg
acacggttgg
tagggtcctc
ggggtcgetg
gtgcggaggg
gttctcgtec
gttggtgatg
ttcgggggcg
gtatgaaggg

gtgtracctgt
agacagggat
ctcfactggt
tagcggeacce
cacgacctga
accgrecctece
tgtgtcttct

aggggccecga
tcecgtgggte

Sequence Listing.txt

ctccagtcga
gtcccgtegg
tcttggtcca
tcaccctetce
ggctgccegag
ccttacagaa
cggagaggga
gagccccage

gtacctttat

gccggotgag
ggctctcggt
gtcggactgg
gttacccgtc
gaagaaggag
gagtacgagg
cagagaccca

gcgetectac

ttcgtgggtg

37

agacgggacc
gtccacatgt
acggaccagt
ggcctecttgt
atgtcgtecg
cactacgtac
tttactcacg
gaaccgtgca

gtgacgggac

ctcactggcg
g9gacggggg
ttccgaagat
tgatgttctg
attggcacct
tccgagacgt
gtcccggeeg

tggggcagat
cgagcttaag

1680
1740
1800
1860
1920
1980
2040
2100
2160



