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LleAn 1 30AQ4U

LLeAb: TYMOHM3MPOBATb MbILULMHOE MOHOKAOHOABHOE QHTUTEAO VI24 C MCMNOAbB3OBOHMEM
OMOMHADOPMATUHECKMX METOAOB

30A04M:

1. [lpoBeCT OMONHADOPMATUHECKMM OHOAM3 TEHOB, KOAMPYIOLLMX BAPUADEAbHBIE AOMEHDI
AETKOM U TIKEAOU LLEMEM MOHOKAOHOABHOIO QHTUTEAQ VI24,

2. [lpOBECTN MOUCK M CPABHUTEAbHbLIM AHOAM3 AETKOM U TIKEAOM LLEMEM AHTUTEA YEAOBEKQ,
HaOMOOAEE TOMOAOTHYHBIX VI24.

3. BblgBUTb KAIOYEBBIE AMMHOKMCAOTHBLIE OCTATKU, OMPEAEAIOLLIME BUAOBYIO CMELMAPUMYHOCTb
AETKOU U TIKEAOM LLEMEM AHTUTEAA M BHECTU OMMHOKMCAOTHbBIE 3AMEHDLI B reH VI24.

4. Pa3pabortatb AM3AMH MCKYCCTBEHHbIX FE€HOB, KOoAMpYoWMX VI24 v r'yMAHM3MPOBAOHHbLIM
BAPUMAHT VI24,

5. DKCMNEPUMEHTAABHO CPABHUTb YPOBHM HEUTPAAUIALMKM BUPYCA BEIUKYAIPHOTO CTOMATUTA
QHTUTEAOM V124 11 ero ryMaHM3MPOBAHHBIM AHOAOTOM.,




AHOAU3 TEHOB, KOAUPYIOLLLMX
BAOpPMADEAbHbIE AOMEHDI VI24

& Closest reference gene and allele(s) from the IMGT V domain directory: Mus musculus (house mouse)

Species Gene and allele Domain Domain label Smith-Waterman score % identity Overlap Show alignment
Mus musculus  IGKV8-30*01 1 WV-KAPPA 656 100.0 100 .

Species Gene and allele Domain Domain label Smith-Waterman score % identity Overlap
Mus musculus  1GKJ2*01 1 78 100.0 12

These matches correspond to the first candidate in the previous table.

@ Alignment with the closest gene and allele from the IMGT V domain directory: Mus musculus (house mouse)
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AHOAU3 TEHOB, KOAUPYIOLLLMX
BAOpPMADEAbHbIE AOMEHDI VI24

@ Closest reference gene and allele(s) from the IMGT V domain directory: Mus musculus (house mouse)

Species Gene and allele Domain Domain label Smith-Waterman score % identity Overlap Show alignment
Mus musculus  IGHV5-17"02 1 VH 640 969 93 .

Species Gene and allele Domain Domain label Smith-Waterman score % Idenﬂty O\rerlap
Mus musculus IGHJ2*01 1 97 100.0 14

These matches correspond to the first candidate in the previous table.

@ Alignment with the closest gene and allele from the IMGT V domain directory: Mus musculus (house mouse)
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[TOMCK reHOB 3APOAbILLIEBOUN AMHUM,
KOAMPYIOLLMX AQHTUTEAQ YEAOBEKAO

@ Closest reference gene and allele(s) from the IMGT V domain directory: Homo sapiens (human)

Species Gene and allele Domain Domain label Smith-Waterman score % identity Owverlap Show alignment
| Homo sapiens IGKWV4-1*01 1 V-KAFPPA 587 859 a9 | .
Homo sapiens  |GHVM2-28*01 1 V-KAPFA 445 70.8 95
Homo sapiens  |GKV2D-28701 1 V-KAPPA 445 708 96
Homo sapiens  |GRHV2-20%02 1 V-KAPFA 439 68.8 95
Homo sapiens  [GKW2-29%03 1 V-KAPPA 439 688 96
Species Gene and allele Domain Domain label Smith-Waterman score % identity Owverlap
| Homo sapiens  16KJ2°01 1 52 917 iz |

These matches correspond to the first candidate in the previous table

@ Alignment with the closest gene and allele from the IMGT V domain directory: Homo sapiens (human)
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[TOMCK reHOB 3APOAbILLIEBOUN AMHUM,
KOAMPYIOLLMX AQHTUTEAQ YEAOBEKAO

@ Closest reference gene and allele(s) from the IMGT V domain directory: Homo sapiens (human)

Species Gene and allele Domain Domain label Smith-Waterman score % identity Overlap  Show alignment
IHomosapiens IGHV3-48"01 1 VH 548 816 98 ] O
Homo sapiens  |GHV3-48*04 1 VH 548 8186 98
Homo sapiens  IGHV3-48'02 1 VH 547 816 98
Homo sapiens  |GHV3-48" 1 VH 540 806 98
Home sapiens H 1t 1 VH 536 79.6 98
Species Gene and allele Domain Domain label Smith-Waterman score 9% identity Overlap
| Homo sapiens  1GHJ4*01 1 87 85.7 14|
Homo sapiens  IGHJ4*02 1 87 857 14
Homo sapiens  |GHJ4"03 1 87 857 14

These matches correspond to the first candidate in the previous table

@ Alignment with the closest gene and allele from the IMGT V domain directory: Homo sapiens (human)
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BHeceHnme aOMUMHOKMCAOTHBIX 3OMEH
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Codon Adaptation Index (CAl)

Escherichia

CAl: 0.64
scFv VI24 A0 ontmmsaLLmm

Codon Adaptation Index (CAl)

Escherichia

w T

CAI: 0.89
['YMOHU3UPOBAHHbIM SCFV Vi24 A0
ONTUMM3ALLMM

OnNTMMM3ALUMA AAT DKCpeccum B E.coli

—

Codon Adaptation Index (CAl)

Escherichia

CAl: 0.92
scFv VI24 nocAe onTMmMmaaumm

Codon Adaptation Index (CAl)

Escherichia

CAI: 0.91

['YMOHM3MPOBAHHbLIM SCFV Vi24 nocae
OMNTUMM3ALMNM




ODKCNEPUMMEHTOABHOE OMNPEAEAEHME
VO OBHSA HEUTPAAM3IALLMM

* CWHTE3 MCKYCCTBEHHbIX TEHOB, KOAMPYIOLLIMX VI24 11 ero
'YMOHM3MPOOBAHHbBIM QHOAOT

*  KAOHUPOBAHME MCKYCCTBEHHbIX TEHOB B BEKTOPHYIO
crctemy pET32a

* [ToAy4EHME KAETOYHOM KYABTYPbI E.COlI AAY HOPABOTKM
PEKOMODOUHAHTHBLIX OEAKOB

¢ O4YUCTKA OEAKOB METOAOM ACDAOMHHOMU XPOMATOIPA MM

* [lpoBeaeHMe peakumm BUPYC-HEUTPAAM3IALMM
NCEBAOTMMMUPOBAHHOIO BUPYCA BE3MKYAIPOHOIO CTOMATUTA
'VSV-AG_mNeonGreen ¢ NOAYyYEHHbIMM AQHTUTEACMM




BbIBOADI

» B xoae OMOMHADOPMATMHECKOTO QAHOAM3A AMMHOKMCAOTHBIX MOCAEAOBATEABHOCTEMU
BAPUMADEABHBIX AOMEHOB MOHOKAOHOABHOTO QHTUTEAA VI24, YyCTOHOBAEHO, 4TO, B
CPOBHEHMM C AHTUTEACMM 3APOAbBILLIEBOUN AMHMM, BOPUADEAbHbBIM AOMEH AETKOM LLEMU
HE COAEPXUT MYTALLMM, O BAPUADEABHBIM AOMEH TIXKEAOU LLEMU COAEPXKUT 4 MyTALUM
AOKOAM3OBAHHbBIE KAK B TMMEPBAPMADEABHbIX, TOK M B KOPKACHbIX ODAQCTX.

» YCTAHOBAEHO, YTO AMMHOKMUCAOTHbIE MOCAEAOBATEABHOCTM reHOoB IGKV4-1*01 mn IGHV3-
48*01 3QPOABILLEBOM AUHUM HYEAOBEKA AEMOHCTPUPYIOT HAMOOABLLYIO TOMOAOTUIO
BAPUADEABHBIM AOMEHOM AHTUTEAQ VI24. YpoBeHb rOMOAOTMM IGKV4-1*01 cocTaBAgeT
86%, mmeet 12 AOMMHOKMCAOTHBIX 30MEH B KAOPKACHOM ODAACTU. YOPOBEHb TOMOAOTUM
IGHV3-48*01 coctasadetr 82% Cc 16 AMMHOKMCAOTHbBIMM 3AMEHOMM B KAPKACHOMU
oOAQCTU.



BbIBOADI

» [IpOBEAEHA TYMOHM3AUMA MOHOKAOHOABHOTO aHTMTEAQ VI24 nytem BHeCeHua 28

OMMHOKMCAOTHbBIX 30MEH M3 MOCAEAOBATEABHOCTEM TEHOB 3APOAbBILLIEBOM AUMHUM
yeAnoBeka IGKV4-1*01 mn IGHV3-48*01.

[looBEAEH AM3AMH ABYX WMCKYCCTBEHHbIX T[€HOB, KOAMPYIOLLMX OAHOLLEMOYEYHbIM
ADPPArMEHT  aHTUTEAQ  VI24 U TYMOHM3BMPOBAHHBLIM  BAPUMAHT SCFv  VI24 ¢
ONTUMM3UPOBAHHBIM KOAOHHbBIM COCTOBOM.

B XOAE MOAEKYAIPOHO-OMOAOTMHECKOTO SKCMNEPUMEHTA MOAYYEHBI PEKOMOUMHAHTHbIE
OEAKM, KOTOPbIE MOKA3AAM OTCYTCTBME HEUTPAAMIYIOLLLMX CBOMCTB MPU PEAKLLMKN BUPYC-
HEUTPAAM3ALMM C BUPYCOM BEIMKYAIPOHOTO CTOMATUTA.
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