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HO/E7

CAN30GS

VK
Galatigigelgacceaatciccactctecctgecigicaglictiggagatcaagocicoatctetigeagatctagtcagage
cltgtacacagtaatggaaacacctatitacatiggtaccigeagaagcecaggecagicteccaaaccicetgatctacaaa
giticcaaccgatttictggggtoccagacaggticagiggeagtggatcagggacagatttcacactcaagaicageaga

gltggaggactgaggateigggagtitaitictgcteteaaagtacacaigticegiggacaitcaatygagucaccaaget

ggaaatcaaac (SEQ 1D NO:202)
start of FR1
CDR3

Jgene

Productive IGK rearranged sequence (no stop codon and in-
Result summary: . . i
frame junction)

I Musmus IGKV1- scorg = identity = 98,64%

V-GENE and aliele i
110*01 F 1429 (290/294 nt})
score= | identity = 100,00% (38/38 |
J-GENE and allele Musmus IGKJ1"01 F |
190 nt)
CDR-IMGT lengths [26.17.36.10] [11.3.9] CSQSTHVPWTE
and AA JUNCTION "
YH

Gaggtgeagettgiigagictggtggaggatiggtgcagectaaaggatcaitgasactcteatgtgecgootctiggtiicge
ctteaaticeiatgecatgeacigggicigecaggeiccaggaaagygatitggastgggtigetcgeataagaattaaaagt
ggtaattatgeaacatctiatgecggticagtgacagacagaticaccgictccagagatgaticacasaacitgtictatety
caaatgaacaaccigaaaactgaggacacageeatgiatiactytgtgagagagigggaaggyyctatggaciact
qggagteaaggaaccicagicacegicicctcag (SEQ D NO:203)

FIG. 9
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start of FR1

CDR3

Jaene

Productive IGH rearranged sequence (no stop codon and in-

Resuilt summary: : _ _
- frame junction)

 Musmus IGHV10- ‘score = identity = 95,92%
301E 1357 (282/294 nt)

V-GENE and allele
score = identity = 87,04% (47/54 |

J-GENE and allele Musmus IGHJ4*01 F |
207 nt)

D-GENE and allele by | Musmus IGHD1-301
IMGT/JunctionAnalysis | £

D-REGION is in reading frame 2
FR-IMGT lengths,

CDR-IMGT lengths
and AA JUNCTION

FI1G. 9 (cont.)
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12/17

CAN4CG1

YK
(Facattgtgctgacccaatetcecagetictitggetgtgtetetaggycagagageciceatetectycaagygecagocaaa
gtottgatcatgatggtgatagitatatgaactggtaccaacagaaaccaggacagecacccaaaciccetcatetatgctac
atcecaalctagaatetgggatcccagecaggittagiggeagtgggictgggacagacitcacecteaacatecatectgly
gaggaggaggatgcigeaacctattacigtcageaaagtiatgaggttecgeicacygticgglactgagaccaagqely

gaqgcetgaaac (SEQ 1D NG:204)
start of FR1
CDR3

Jaene

Productive IGK rearranged sequence (no stop codon and in-
Resulf summary:

frame junction)

Musmus IGKV3- identity = 98,63%
V-GENE and aliele iscore = 1414 |

401 F (287/291 nt)

Musmus IGKJ5™01 identity = 100,00% (38/38 |
J-GENE and allele cscore =190 i

F nt)

FR-IMGT lengths,
CDR-IMGT lengths
and AA JUNCTION

VH
Gaggiccagoigecaacagtctggacctgagoetgglgaageciggggcticagtgaagataicctgcaggactictggata
cacaticactgaatacaccaticactgggtgaageagagecgiggsaagagcectigagiggatiggaggtattaatectaa

ccatggtggiactctctacaaccagaagitcaaggicaaggecacattgactgtagacaagicciccageacagectacat

FIG. 10
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13/17

ggagcteegeagectgacatotgaggattctgeagtctattactgtgeaagatttacttacgaciactgaudccasggc

accactcicacagictecicag (SEQ 1) NO:205)
start of FRT
CDR3

Joene

| Productive IGH rearranged sequence (no stop codon and in- |
Result summary: ' o ;
frame junction)

Musmus IGHV1- identity = 95,14%

V-GENE and allele score = 1309 :
18701k (2741238 nt) ;

o Musmus IGHJ2*01 , identity = 85,42% (41/48 |
J-GENE and allele - score = 177 )
iF(a | n |

D-GENE and ailele by : Musmus 1GHD2-
IMGT/JunctionAnalysis : 12701 F

D-REGION is in reading frame 3

FR-AIMGT lengths,
CDR-IMGT lengths ~ [25.17.38.11] 18.87] CARFTYDYW
and AA JUNCTION |

FIG. 10 (cont.)
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14/17

CAN54G2

VK
Galgttgtgatgacccagactcecectcactttigtcggttaccatiggacagecagectecatctettgecacgtcaagtcagag
cctcttaaatagtgatggggagacatatttgaattggttgttacagaggcecaggcecagtctccaaagegectaatccateig
gtgtctaaactggactctggagtcectgacaggatcactggcagtggatctgggacagatticacactgaaaatcaacag
agtggaggctgaggatttgggaatttattattgctggcaaggtacacattttccgtggacqlicqglquaggcaccaage

start of FR1
CDR3

Jgene

Productive IGK rearranged sequence (no stop codon and
Result summary: ) i )
in-frame junction)

Musmus IGKV1- identity = 96,26%
V-GENE and allele score = 1366

135*01 F (283/294 nt)
T T o identity = 100,00%

J-GENE and allele Musmus IGKJ1*01 F | score = 190

(38/38 nt)

FR-IMGT lengths,
CDR-IMGT lengths | [26.17.36.10] [11.3.9] CWQGTHFPWTF
and AA JUNCTION

VH
Caggiccagtigcagcagtctggaactgagcetggtaaggcctgggacticagtgaagatatcctgcaaggcttctggatac
gacttcactaacttttggctaggttggataaagcagaggcectggacatggacttgaatggattggagatatttaccctggag
gtgataatacttactacaatgagaagttcaagggcaaagtcacgctgactgcagacaaatcctcgaacacagectatatg
cagttcagtagcctgacatctgaggactctgctgtctatttctgttttatgattetectatactitggactaclqquglecaagaqaa
ccteagteacegtetectcag (SEQ ID NO:207)

FIG. 11
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start of FR1
CDR3
Jaene

Productive IGH rearranged sequence (no stop codon and
Result summary: L . _
in-frame junction)

 Musrus IGHV1- identity = 91,32%
V-GENE and allele score = 1210 ¢

- 63°01 F (263/288 nt)

identity = 90,74%
(49754 nt)

J-GENE and allele Musmus IGHJ4™01 F  score = 225 i
D-GENE and allele by | Musmus IGHD2-
IMGT/JunctionAnalysis - 4°01 F

D-REGION is in reading frame 1
FR-IMGT lengths,

CDR-IMGT lengths and | [25.17.38.11] 8.8.9] CEMILYTLDYW
AA JUNCTION | : .

FIG. 11 (cont.)
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