A. Alpha 1 Domain

20 * 40 * 60 * 80 * 100
ChCD1-2 : -ETSCPPPEESQFFQLFYTLLLGN-VSSTELT BVPIMVLIBPHTWNLNICR - -5y QEITAETEVKKILSFSMVGIRNTIRFMHEMTAKAGLD— - : 94
chCD1-1 P m--==—=- PEGSHMLKLLHFATFQN-STSVLVG B VKMGSLIBERTGN I YR- -5 LRPSLPKGDEDVIESSIKS ----YVRDFSRLVQMYTTVP- : 85
huCDla : -GN-ADGLKEPLEFHVIWIASFYN-HSWKQNLVS SIBLOTHT|BEINSST I LW- -I3JSRGNFSNEE|/KELETLFRIRTIRSFEGIRRYAHELQFE-- : 93
huCD1b : -GNSEHAFQGPTEFHVIQTSSFTN-STWAQTQGS| DILLOIHGUBESDSGTATIGLK - - SKGNFSDKEVAELEEIFRVYIFGFARE)/QDFAGDEQMK-- : 94
muCD1d1.1 : WGQ-SEAQQKNYiFRCLQMSSFAN-RSWSRTDS BLOTHRIWSNDSATISIETK - - SQGKLSNQQUWEKLQHMFQVYRVSFTRDIIQELVKMMSPKED : 96
chBF2*12 : -AAVCGAAAELHUILRYIQTAMTDPGPGQPWEV' [DGELFVHM\STAR - - PRTEQWIAAKADQQY|IDGQTQIGQGNEQIDRENIEGILQRRYNQTG- : 96
HLA-A2 : -LALTQTWAGSHEMRYFFTSVSRPGRGEPRFI DETQFVAASQRMEP IEQEG—PE%DGETRKVKAHSQTHRV GTLRGYYNQSEA : 98
H2Kd : -LAPTQTRAGPHELRYFVTAVSRPGLGEPRFI [DIB, TQFV! FDSIl"P IMEQEG-PEY|J/JEEQTQRAKSDEQWFRVSIERTAQRYYNQSKG : 98
chcD1-2 chCD1-1 hucDla huCD1b muCD1d1.1 ChBF2*12  HLA-A2 H2Kd
chcD1-2 100%
0%
chcD1-1 220 100%
0, 0, .
40% 0% % ldentit
— CEMLY_
huCDla 11% 15% 100% % Similarity
36% 350 0%
huCD1b 17% 16% 45% 100%
36% 41% 63% 0%
mucD1d1.1 12% 16% 30% 37% 100%
34% 41% 57% 56% 0%
ChBF2*12 4% 12% 8% % 11% 100%
19% 24% 220 250 31% o%
HLA-A2 7% 16% 10% 14% 16% 38% 100%
24% 31% 24% 30% 38% 57% 0%
H2Kd 7% 16% 15% 16% 13% 40% 69% 100%
250 29% 26% 31% 38% 56% 80% 0%
o huCD1b
81 huCD1la
muCD1d1.1
chCD1-1
83 chCD1-2
chBF2*12
100 HLA-A2
a9l Hokd
-

0.2



B. Alpha 2 Domain

20 * 40 * 60 * 80
ChCD1-2 : YPRVF@IH -YTNGTRWSIJVNIGEGERI®, TYELSRER@VPQRST*LLAKVMSNTLTDLR_AVSGFLEHIFSS LMLHIZE@NTDIBHNR 94
chCD1-1 : YPFVF@SSIEGER-QSNGTIRT] FD:?E QI RENLDAGT|\/DOMQHN-QLSAKAEHLMANASTLNEVIQVLIFND DIMRLE)NG, 93
huCDhla : YPFEI@VT Ef - HSGKVSGSIELOLA SIB) SFQNNS - -|))LPYPVAGNMAKHFCKVLNQNQHEND I THNLIESD LGLIED. 93
huCD1b : YPFEI@GI EIf - HSGGAIVSILRGALGELID SVKNAS - -CVPSPEGGSRAQKFCALITIQYQGIMETVRILIFYE] LGV]EN. : 93
muCD1d1l.1 : YPIEI[@LS El - YPGNASE S| LHVA K RFWGTS - -||QTVPGAPSWLDLPIKVLNADQGTSATVQMLIEND LIgWRGL, : 93
chBF2*12 : GSHTV[eWM DIl - LEGGPIRGMYQI RID) TAFDKGTMTETAAVPEAVPTKRKWE————EESEPERWKN EE| E/IFRRY| 91
HLA-A2 : GSHTV@RM DY GSDWRFLRGMHQY/A LKEDLRS|)TAADMAAQTTKHKWE - - - -AAHVAEQLRAYJFE E|\J#RRY 92
H2Kd : GSHTF@RM DY GSDWRLLRGMHQF RID) LNEDLKT|)TAADTAALITRRKWE - - - -QAGDAEYYRAYIEEGE[EVE||\#RRY] 92
chCb1-2 chcb1-1 huCD1a huCD1b muCD1d1.1 chBF2*12  HLA-A2
chcb1-2 100%
0%
chcb1-1 23% 100%
53% 0% -
% ldentity
huCDla 25% 29% 100% % Similarity
50% 52% 0%
huCD1b 23% 32% 51% 100%
46% A47% 66% 0%
muCD1d1.1 21% 28% 45% 38% 100%
46% 50% 63% 54% 0%
chBF2*12 13% 25% 23% 22% 15% 100%
31% 46% 41% 40% 38% 0%
HLA-A2 13% 22% 22% 19% 17% 52% 100%
26% 44% 40% 36% 34% 66% 0%
H2Kd 13% 21% 16% 16% 15% 50% 76%
26% 41% 36% 31% 30% 68% 83%
43 huCD1b
80 huCDla
n muCD1d1.1
chCD1-2
chCD1-1
chBF2*12
100 H2Kd
|

0.2

H2Kd

100%
0%



C. Alpha 3 Domain

40 *
ChCD1-2 B % P ZDGREVPPSPALS
chCD1-1 H P Z“DGREVPPSPALS
huCDla P 5
huCD1b
muCD1d1.1 : SSVPSSAHGHR!
chBF2*12 B fWGKEAfDGI P
HLA-A2 B THHAVS -DHEATIRROWAL S)IN@x A F| QXDGEDQTQD - - TELVETRIZA
H2Kd H TYHPRS—QVDE ROWALGIEZAD OQLNGEDLTQD - -MELVETRIZAG]S,
chCD1-2 chCD1-1 huCDla huCDlb muCDl1d1.1
chCD1-2 100%
0%
chCD1-1 97% 100%
97% 0%
huCDla 34% 34% 100%
56% 57% 0%
huCD1b 35% 35% 89% 100%
57% 58% 93% 0%
muCD1d1.1 35% 35% 77% 78% 100%
56% 57% 84% 83% 0%
chBF2*12 38% 38% 31% 31% 30%
51% 52% 51% 50% 48%
HLA-A2 27% 27% 24% 22% 24%
39% 39% 43% 40% 40%
H2Kd 26% 25% 24% 23% 25%
41% 40% 44% 41% 40%
95
100
79
r chCD1-2
100 LchCD1-1
chBF2*12
100

0.1

: 95
: 95
: 93
: 93
: 93
: 91
: 92
: 92

chBF2*12  HLA-A2 H2Kd
% ldentity
% Similarity
100%
0%
32% 100%
47% 0%
32% 76% 100%
45% 86% 0%
huCD1b
huCD1a
muCD1d1.1
HLA-A2
H2Kd



D. Alpha 1 and 2 Domains (Antigen Binding Pocket)

*

20

* 100

ChCD1-2 -ETSCPPPEESQFFQLFYTLLLGN-VSSTELT! BVPIMVLIDPHTW- - NLNI CRIZQ QEITAETEVKKILSFSMVGIRNTIR HEMTAKAGLD- -
chCD1-1  : ------- PEGSHMLKLLHFATFQN-STSVLVG BVKMGSLPBERTG- -NIRYY. LRPSLPKGDEDVIESSIKSYVRDFSR OMYT----- TVP
huCDla -GN-ADGLKEPLEFHVIWIASFYN-HSWKQONLVS! SIBLOTHT|WBEINSS - - TIVFLWIHYSRGNFSNEENKELETLFRIRTIRSFEGMRRYAHELQFE - -
huCD1b -GNSEHAFQGPTEFHVIQTSSFTN-STWAQTQGS! DIBLQIHGBEDSG- - TATFLKIENSKGNFSDKEVAELEEIFRVYIFGFARENYQDFAGDFQMK - -
muCD1d1.1 : WGQ-SEAQQKNYiFRCLQMSSFAN-RSWSRTDS BLOTHRIISNDSA - - TISFTKIENSQGKLSNQQUEKLOQHMFQVYRVSFTRDIMOELVKMMS PKED
chBF2*12 -AAVCGAAAELHMLRYIQTAMTDPGPGQPWEV' [DGELFVHNANSITAR - -RYVPRTERIAAKADQQY|WDGQTQIGQGNEQIDRENIMGILQRRYNQT -G
HLA-A2 -LALTQTWAGSHEMRYFFTSVSRPGRGEPRFT Db TQFVRIZBIEDAASQRMEPRAEWTEQEG - PEY| ) DGETRKVKAHSQTHRVDIBSGTLRGYYNQSEA
H2Kd -LAPTQTRAGPHELRYFVTAVSRPGLGEPRFI DB TQFVRIZBISDADNPRFEP. IMEQEG-PEY|J/JEEQTQRAKSDEQWFRVSIBRTAQRYYNQSKG
* 120 140 * 160
ChCD1-2 : YPRVF@OIH NG-TRWSIFVNIGEGERI® TYELSRERWVPQRSTLLAKVMSNTLTDLRAVSGFLEHIFSS
chCD1-1 : YPFVF@OSSTEQEIRQOSNG-TIRTIZFDILNYERQI RFNLDAGTWDQMQOHNQLSAKAEHLMANASTLNEVIQVLIEND
huCDla : YPFEI@VT EIRHEIGK - VSGSIgLQLA SID) SFONNSWLPYPVAGNMAKHFCKVLNQNQHEN-DITHNLIESD
huCD1b : YPFEI@GI EIRHEGG-AIVSILRGALGELI) SVKNASCVPSPEGGSRAQKFCALIIQYQGIM-ETVRILIEYE
muCD1d1.1 : YPIEI[@LS ENYPGN-ASESILHVA K REFWGTSWQTVPGAPSWLDLPIKVLNADQGTS-ATVQMLIEND
chBF2*12 : GSHTV@EWM DMLEGG-PIRGMYQ! RIBIZTAFDKG- -TMTFTAAVPEAVPTKRKWEEESEP-ERWKNYEEE!
HLA-A2 : GSHTV[®RM D DWRFLRGMHQ Y/ LKED--LRSWTAADMAAQTTKHKWEAAHVA-EQLRAYIFEG,
H2Kd : GSHTF@RM D DWRLLRGMHQF RID) LNED--LKTWTAADTAALITRRKWEQAGDA-EYYRAYIFEGE@VE
chcD1-2 chcD1-1 huCD1a huCblb muCD1d1.1 chBF2*12  HLA-A2 H2Kd
chCD1-2 100%
0%
chCD1-1 23% 100% .
)
48% 0% % I_de.ntlt_y
% Similarity
huCD1la 16% 23% 100%
40% 43% 0%
huCD1b 19% 25% 48% 100%
41% 45% 65% 0%
muCD1d1.1 17% 23% 37% 37% 100%
41% 46% 60% 55% 0%
chBF2*12 8% 17% 16% 15% 15% 100%
25% 33% 31% 31% 35% 0%
HLA-A2 9% 17% 17% 18% 17% 45% 100%
26% 37% 33% 35% 36% 61% 0%
H2Kd 9% 18% 16% 17% 13% 45% 72% 100%
24% 34% 31% 32% 34% 62% 82% 0%
86 huCD1b
93 huCD1la
muCD1d1.1
chCD1-1
84 chCD1-2
chBF2*12
100 —— HLA-A2
99 H2Kd
f___________*

0.2



E. Alpha 1, 2, and 3 Domains

* 20 * 40 * 60 * * 100
GagaCDl1.1 : -ETSCPPPEESQFFQLFYTLLLGN-VSSTELT BVPIMVLIJPHTWNLNICR - -5y QEITAETEVKKILSFSMVGIRNTIR HEMTAKAGLD- -
chCD1-1 B PEGSHMLKLLHFATFQN-STSVLVG BVKMGSLIPERTGNIRMYR - - ILRPSLPKGD{/DVIESSIKSYVRDFSRIYOMYTTVP- - - - -
huCDla : -GN-ADGLKEPLEFHVIWIASFYN-HSWKQNLVS SIBLOTHT|BEINSST I LW- -3)SRGNFSNEE|/KELETLFRIRTIRSFEGMRRYAHELQFE - -
huCD1b : -GNSEHAFQGPTEFHVIQTSSFTN-STWAQTQGS) DIBLQIHGBIEDSGTATIGLK - - SKGNFSDKEVAELEEIFRVYIFGFARENQDFAGDFQMK- -
muCD1d1.1 : WGQ-SEAQQKNYiFRCLQMSSFAN-RSWSRTDS BLOTHRIISNDSATISIATK - - HYSQGKLSNQQWEKLOQHMFQVYRVSFTRDIMQELVKMMS PKED
chBF2*12 : -AAVCGAAAELHULRYIQTAMTDPGPGQPWEV' [DGELFVHM\STAR - - PRTENIAAKADQQY|IDGQTQIGQGNEQIDRENIMGILQRRYNQT -G
HLA-A2 : -LALTQTWAGSHEMRYFFTSVSRPGRGEPRFI DB TQFVRIZBIEDAASQRMEPRAIMNTEQEG - PEY| ) DGETRKVKAHSQTHRVDIBGTLRGYYNQSEA
H2Kd : -LAPTQTRAGPHELRYFVTAVSRPGLGEPRFI [DIB, TQFV! FDSuADNPRﬁEP"P MEQEG-PEY|J/JEEQTQRAKSDEQWFRVSIBRTAQRYYNQSKG
* 120 * 140 * 160 * 200
GagaCDl.1 : YPRVEFEIH NG-TRWSIBVNIGEGERI TYELSRERWVPQRSTLLAKVMSNTLTDLRAVSGFLEHIFSS
chCD1-1 : YPFVFESSIEGEROSNG-TIRTIFFDIEN(ERQ! RENLDAGTWDQOMQHNQLSAKAEHLMANASTLNEVIQVLIEND
huCDhla : YPFEI@VT EIHEIGK - VSGSIgLOLA SIB) SFONNSWLPYPV-AGNMAKHFCKVLNQNQHEND I THNLIESD
huCD1b : YPFEI@GI EIRHEGG-AIVSILRGALGELI) SVKNASCVPSPE-GGSRAQKFCALIIQYQGIMETVRILIEYE
muCD1d1l.1 : YPIEI[@LS ENYPGN-ASESILHVA K RFWGTSWQTVPG-APSWLDLPIKVLNADQGTSATVQMLIEND
chBF2*12 : GSHTV[@eWM DIMLEGG-PIRGMYQ RPIITAFDKGTMTETAA- - -VPEAVPTKRKWEEESEPERWKNYIFEE,
HLA-A2 : GSHTV@RM D DWRFLRGMHQY/ LKEDLRSWTAA- - -DMAAQTTKHKWEAAHVAEQLRAYIFEG
H2Kd : GSHTF@RM D DWRLLRGMHQF" RID) LNEDLKTWTAA- - -DTAALITRRKWEQAGDAEYYRAYIEEGEEGVE
* 220 * 240 * 260 * *
GagaCD1l.1 : FAR-TAGQVQIFLIRVI@RV T S| A=A T) JDGREVPPSPALSTETVIAANAINTLIRYOLR S| LESPQDGHGY P : 283
chCD1-1 : FAR-TAGQAQIETIRV@RVT S|3ax =MW T ZDGREVPPSPALSTETVIEIENAILIRYOLR SEHRT S PODGHGYAl®):) P : 273
huCDla : WIBSHGPSPGPGH QL 130S{€ Y PKP HGEQEQQ- - -GTQREDTIFE SAINGINY YL E| EAADLS[@:) : 279
huCD1b : WIBSSGPSPGPG BAS{eFY PKE HGEQEQQ- - -GTQLED TIFENANWINY YL, D EAAGLS[@:] : 280
muCD1d1l.1 : W SSVPSSAHGHRQL BVE{EFY PKE HGDQEQQ- - -GTHREDFINANAINEINYYTQ. DYYEACEEAG:. : 282
chBF2*12 —WGKEADG—IETLS 1RING(EFYPRE T S ADGAVRG- -QDAHSEGI\JANGIBGIRYHT" DAQPEDGDKY Q@5 YS : 278
HLA-A2 : HUTHHAVSDH-EATIER@WALS|43AEMTIRTINOINDGEDQT - -QDTELVETRIZAGIGIRIQO KW, PS[EQEQRY T{®H| KPIET : 282
H2Kd : HuTYHPRSQVfDETL WALGIR3ADIMTIRTINQOLNGEDLT - - QODMELVETRIZAGIBGIRFQ KW, KEQNY T[@H] P-EPIET) : 282
chCD1-2 chCD1-1 huCD1a huCDlb muCD1d1.1 chBF2*12  HLA-A2
chCD1-2 100%
0%
chCcDh1-1 48% 100%
65% 0%
huCD1a 24% 26% 100% % Identit
47% 48% 0% % Similarity
huCD1b 25% 30% 62% 100%
47% 50% 74% 0%
muCD1d1.1 23% 26% 50% 51% 100%
47% 49% 68% 65% 0%
chBF2*12 18% 25% 20% 20% 19% 100%
33% 38% 37% 37% 39% 0%
HLA-A2 15% 21% 19% 19% 19% 40% 100%
32% 39% 36% 37% 37% 56% 0%
H2Kd 15% 21% 18% 19% 17% 41% 73%
31% 37% 35% 35% 35% 56% 83%
05 huCD1b
100 huCD1a
muCD1d1.1
chCD1-2
100 chCD1-1
chBF2*12
100 HLA-A2
100 H2Kd

0.2

94
85
93
94
96
96
98
98

193
183
191
192
194
192
195
195

H2Kd

100%
0%



