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Cat# | HLA allele| Peptide Annotation NetMHC HLA allele pediction
wc2197 [ A*0301 KLGGALQAK | [E-1/CMV HLA-A0301,HLA-A1101
WD2149 [ A*1101 AVFDRKSDAK | EBNA 3B/EBV HLA-A0301,HLA-A1101
WB2161 | A*0201 GILGFVFTL Flu MP/Influenza HLA-A0201
WI2148 | B*0801 RAKFKQLL BZLF1/EBV HLA-B0801
WD2175 [ A*1101 IVTDFSVIK EBNA 3B/EBV HLA-A0301,HLA-A1101
WB2162 | A*0201 ELAGIGILTV MART-1/Cancer HLA-A0201
WB2130 | A*0201 GLCTLVAML BMLF1/EBV HLA-A0201
WC2656 | A*0301 RLRAEAQVK | EMNA 3A/EBV HLA-A0301
WB2143 | A*0201 LLDFVRFMGV | EBNA 3B/EBV HLA-A0201,HLA-A0101,HLA-B0801
WI2147 | B*0801 FLRGRAYGL EBNA 3A/EBV HLA-A0201,HLA-B0801
WB3529 | A*0201 FLYALALLL LMP2A/EBV HLA-A2402,HLA-A2902,HLA-A0201
WB2646 | A*0201 RTLNAWVKV | Gag protein/HIV HLA-B5701,HLA-A1101
WB2141 | A*0201 LLFGYPVYV HTLV-1 HLA-A2902,HLA-A0201
WF2196 | A*2402 AYAQKIFKI IE-1/CMV HLA-A2402,HLA-B0801
WB3531 | A*0201 YLLEMLWRL | LMP1/EBV HLA-A2402,HLA-A0201,HLA-B0801
WB5335 | A*0201 FLASKIGRLY | CA2+-indepen.Plip A2 HLA-A0201,HLA-B0801
WF2133 | A*2402 QYDPVAALF pp65/CMV HLA-A2402,HLA-A2902
WB2660 | A*0201 KTWGQYWQV | gp100/Cancer/ HLA-B5701,HLA-A0201
WB3474 | A%0201 KVLEYVIKV MAGE-A1/Cancer/ HLA-A0201
WB2652 | A*0201 MLDLQPETT 16E7/HPV na
WH2165 | B*0702 QPRAPIRPI EBNA 6/EBV HLA-B0702
WB2158 | A*0201 IMDQVPFSV ap100/Cancer/ HLA-A0201,HLA-A0101
WB3247 | A*0201 SLLMWITQV NY-ESO-1/Cancer/ HLA-A0201
WH2166 | B*0702 RPPIFIRRL EBNA 3A/EBV HLA-B0702
WB3340 [ A%0201 SLFNTVATLY | Gag protein/HIV :m_ﬁ?gi:&fgfg} HLA-AD301,HLA-AQ201,
WB2132 | A*0201 NLVPMVATV | pp65/CMV HLA-A0201
WB3338 | A"0201 SLFNTVATL Gag protein/HIV HLA-A0201
WB2177 | A*0201 RMFPNAPYL | WT-1 HLA-A2402,HLA-A2902, HLA-B5701,HLA-A0201
WB2191 | A*0201 YLNDHLEPWI | BCL-X/Cancer/ HLA-A0201
WI2137 | B*0801 ELRRKMMYM | IE-1/CMV HLA-B0801
WA2131 | A*0101 VTEHDTLLY IE-1/CMV HLA-A2902,HLA-B4402,HLA-A0101
WB3697 | A*0201 CLLWSFQTSA | Tyrosinase/Cancer/ HLA-A0201
WB3497 | A*0201 KVAELVHFL MAGE A3/Cancer/ HLA-A0201
WB5066 | A*0201 CLLGTYTQDV Kanamycin B dioxygenase | HLA-A0201,HLA-B0801
WB3307 | A®0201 LLMGTLGIVC | HPV 16E7, 82-91 HLA-A0201
WB2144 | A*0201 CLGGLLTMV [ LMP-2A/EBV HLA-A0201
WB2139 | A®0201 ILKEPVHGV RTHIV HLA-A0201
WF2639 | A*2402 CYTWNQMNL | WT1 (235-243)236M->Y | HLA-A2402
WB2157 | A*0201 KLQCVDLHV | PSA 146-154 HLA-A0201
WB3339 | A*0201 SLYNTVATLY | Gag protein/HIV :ajﬁfi’gf;:ﬁ:ig?ﬂ HLA-AD30THLA-A0201,

HLA-A2902,HLA-B3501,HLA-A0301, HLA-B5701,

WC2632 | A*0301 RIAAWMATY | BCL-2L1/Cancer/ HLAA1101 HLA-AQ101
WK2138 | B*3501 IPSINVHHY pp65/CMV HLA-B3501

WH2136 | B*0702 TPRVTGGGAM | pp65/cMV HLA-B3501,HLA-B0702
WH2135 | B*0702 RPHERNGFTVL [ pp65/CMV HLA-B0702,HLA-B0801
NI3233 | NR(B0801) AAKGRGAAL |NC na

WB2666 | A*0201 ALIAPVHAV NC na

WF3231 | A*2402 AYSSAGASI NC na

WH3397 [ B*0702 GPAESAAGL | NC na

WA3580 | A*0101 SLEGGGLGY |NC na

WA3579 | A*0101 STEGGGLAY | NC na

FIG. 20
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Peptide

Number of

pPMHC unique TCR

A*02_InfluenzaA_M_GIGLGFVFTL GILGFVFTL 1187
A*02_YellowFeverVirus_ YFV_LLWNGPMAV LLWNGPMAV 525
A*02_CMV_pp65_NLVPMVATV NLVPMVATV 390
A*02_EBV_BMLF1_GLCTLVAML GLCTLVAML 274
B*07:02_HSV2_RPRGEVRFL RPRGEVRFL 127
A*02:01_HCV_NS3_CINGVCWTV CINGVCWTV 83
A*02_HCV_NS3_KLVALGINAV KLVALGINAV 75
DRA*01_InfluenzaA_HA_PKYVKQNTLKLAT PKYVKQNTLKLAT 70
A*02_HomoSapiens_MLANA_ELAGIGILTV ELAGIGILTV 57
B*57_HIV_Gag_KAFSPEVIPMF KAFSPEVIPMF 33
A*24:02_HIV_RYPLTFGWCF RYPLTFGWCF 30

FIG. 23
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SEQUENCE DATA, BASED ON THE SINGLE CELL SEQUENCE DATA,
A FRACTION OF MITOCHONDRIAL GENE EXPRESSION

1 —~— 4605

REMOVE, FROM THE DEXTRAMER SEQUENCE DATA, DATA
ASSOCIATED WITH CELLS HAVING A FRACTION OF
MITOCHONDRIAL GENE EXPRESSION THAT EXCEEDS A
GENE EXPRESSION THRESHOLD

1 4606

DETERMINE, BASED ON THE DEXTRAMER SEQUENCE DATA,
SORTED DEXTRAMER SEQUENCE DATA WHEREIN THE SORTED
DEXTRAMER SEQUENCE DATA COMPRISES SORTED TEST
DEXTRAMER SEQUENCE DATA AND NEGATIVE CONTROL
DEXTRAMER SEQUENCE DATA

v —~—4607

DETERMINE, FOR EACH CELL REPRESENTED IN THE DEXTRAMER
SEQUENCE DATA, BASED ON NEGATIVE CONTROL DEXTRAMER
SEQUENCE DATA, A MAXIMUM NEGATIVE CONTROL DEXTRAMER
SIGNAL

1 —~— 4608

DETERMINE, FOR EACH CELL REPRESENTED IN THE DEXTRAMER
SEQUENCE DATA, BASED ON THE SORTED TEST DEXTRAMER
SEQUENCE DATA, A MAXIMUM SORTED DEXTRAMER SIGNAL
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4609
e

ESTIMATE, BASED ON THE MAXIMUM NEGATIVE CONTROL DEXTRAMER
SIGNALS AND THE MAXIMUM SORTED DEXTRAMER SIGNALS, A
DEXTRAMER BINDING BACKGROUND NOISE

4610

DETERMINE, FOR EACH CELL REPRESENTED IN THE DEXTRAMER
SEQUENCE DATA, BASED ON THE SINGLE CELL TCR SEQUENCE DATA,
A PRESENCE OR AN ABSENCE OF AT LEAST ONE A-CHAIN AND AT
LEAST ONE B-CHAIN

l /- 4611

REMOVE, FROM THE DEXTRAMER SEQUENCE DATA, DATA ASSOCIATED
WITH CELLS HAVING ONLY AN A-CHAIN, ONLY A B-CHAIN, OR MULTIPLE
A- OR B-CHAINS

l f 4612

DETERMINE, FOR EACH DEXTRAMER BINDING TO A GIVEN CELL
REPRESENTED IN THE DEXTRAMER SEQUENCE DATA, A RATIO OF
DEXTRAMER SIGNAL WITHIN THE CELL TO A SUM OF ALL DEXTRAMERS
BINDING TO THE CELL

4613
Vs

DETERMINE, FOR EACH DEXTRAMER BINDING TO A GIVEN TCR
CLONOTYPE OF EACH CELL REPRESENTED IN THE DEXTRAMER
SEQUENCE DATA, A FRACTION OF T CELLS WITHIN A CLONE BINDING
TO A PARTICULAR DEXTRAMER

4614

DETERMINE, FOR EACH DEXTRAMER BINDING TO A GIVEN CELL
REPRESENTED IN THE DEXTRAMER SEQUENCE DATA, A CORRECTED
DEXTRAMER SIGNAL ASSOCIATED WITH EACH DEXTRAMER BINDING TO
THE CELL

l /- 4615

PERFORM, FOR EACH CELL REPRESENTED IN THE DEXTRAMER
SEQUENCE DATA, CELL-WISE NORMALIZATION ON THE DEXTRAMER
SIGNALS ASSOCIATED WITH EACH CELL
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4600

PERFORM, FOR EACH CELL REPRESENTED IN THE
DEXTRAMER SEQUENCE DATA, PMHC-WISE
NORMALIZATION

~—4616

IDENTIFY DATA REMAINING IN THE NORMALIZED
DEXTRAMEER SEQUENCE DATA AS ASSOCIATED WITH
RELIABLE TCR-PMHC BINDING EVENTS

~—4617
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