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SEQ ID NO:1 HBc
MDIDPYKEFG ATVELLSFLP
CWGELMTLAT WVGNNLEDPA
SFGVWIRTPP AYRPPNAPIL
RESQC

SDFFPSVRDL
SRDLVVNYVN
STLPETTVVR

SEQ ID NO:2 HBc mutant

MDIDPYKEFG ATVELLSFLP
CWGDLMTLAT WVGTNLEDGG
YLVSFGVWIR TPPAYRPPNA
SQSRESQC

SDFFPSVRDL
KGGSRDLVVS
PILSTLPETT

SEQ ID NO:3 Qbeta CP

AKLETVTLGN IGKDGKQTLV
NYKVOQVKIQN PTACTANGSC
LIDAIDQLNP AY

LNPRGVNPTN
DPSVTRQAYA

SEQ ID NO:4 Qbeta Al

MAKLETVTLG
KNYKVQVKIQ
LLIDAIDQLN
PTKNRPWPIY
LATDQAMRDQ
SSGGAIPFDE

NIGKDGKQTL
NPTACTANGS
PAYWTLLIAG
NAVELQPREF
KYDIREGKKP
TKEFDKTKCPI

SEQ ID NO:5 R17
ASNFTQEFVLV NDGGTGNVTV
KVEVPKVATQ TVGGVELPVA
ATAANSGIY

SEQ ID NO:6 fr
MASNFEEFVL VDNGGTGDVK
VKVEVPKVAT QVQGGVELPV
TATAANSGIY

SEQ ID NO:7 GA
MATLRSEFVLV DNGGTGNVTV
KLEVPKIVTQ VVNGVELPGS
ATSSQSGEYA

SEQ ID NO:8 SP
MAKLNQVTLS KIGKNGDQTL
KNFKVQIKLQ NPTACTRDAC
IVDAIDNLNP AY

SEQ ID NO:9 SP Al

AKLNQVTLSK
NEFKVQIKLON
VDAIDNLNPA
VGKEGSPDIY
ATAMQSDDEV
DSKSPQLPTD

IGKNGDQTLT
PTACTRDACD
YWAALLVASS
ERGDEVSVTE
LSGRYGVRKV
FTQFNSANCP

SEQ ID NO:10 MS2
MASNFTQFVL VDNGGTGDVT
IKVEVPKVAT QTVGGVELPV
SATAANSGIY

SEQ ID NO:11 M1l
MAKLQAITLS GIGKKGDVTL
KNYKVQVKIQ NPTSCTASGT
MLVNAIDNLN PAY

SEQ ID NO:12 MX1
MAKLQAITLS GIGKNGDVTL
KNYKVQVKIQ NPTSCTASGT
MLIDAIDNLN PAY

VLNPRGVNPT
CDPSVTRQAY
GGSGSKPDPV
DVALKDLLGN
GAFGNIERFTI
QAVIVVPRA

APSNFANGVA
AWRSYLNMEL

VAPSNFANGV
AAWRSYMNME

VPVSNANGVA
AWKAYASTIDL

TLTPRGVNPT
DPSVTRSAFA

LTPRGVNPTN
PSVTRSAFAD
GGGDNPSDPD
DYALEDFLGN
KFPGAFGSIK
VQTVIIIPS

VAPSNFANGV
AAWRSYLNME

DLNPRGVNPT
CDPSVTRSAY

NLNPRGVNPT
CDPSVTRSAY

1=
SEQENCE LISTING

LDTASALYRE
TNMGLKIRQL
RRDRGRSPRR

LDTAAALYRD
YVNTNVGLKE
VVRRRDRGRS

GVASLSQAGA
DVTESEFTQYS

NGVASLSQAG
ADVTFEFSFTQY
IPDPPIDPPP
TKWRDWDSRL
YLKSINAYCS

EWISSNSRSQ
TIPIFATNSD

AEWISSNSRS
LTIPVFATND

EWLSNNSRSQ
TIPIFAATDD

NGVASLSEAG
DVTLSFTSYS

GVASLSEAGA
VILSFTSYST
VPVVPDVKPP
TNWRNWDQRL
YLLNIQGDAW

AEWISSNSRS
LTIPIFATNS

NGVAALSEAG
SDVTFSFTQY

NGVAALSEAG
ADVTFSFTQY

ALESPEHCSP
LWFHISCLTF
RTPSPRRRRS

ALESPEHCSP
RQLLWFHISC
PRRRTPSPRR

VPALEKRVTV
TDEERAFVRT

AVPALEKRVT
STDEERAFVR
GTGKYTCPFA
SYTTFRGCRG
LSDIAAYHAD

AYKVTCSVRQ
CELIVKAMQG

QAYRKVTCSVR
DCALIVKALQ

AYRVTASYRA
VIVISKSLAG

AVPALEKRVT
TDEERALIRT

VPALEKRVTV
DEERALIRTE
DGTGRYKCPF
SDYDIANRRR
LDLSEVTAYR

QAYKVTCSVR
DCELIVKAMQ

AVPALEKRVT
STVEERALVR

AVPALEKRVT
STDEERALVR

HHTALRQATIL
GRETVLEYLV
QSPRRRRSQS

HHTALRQAIL
LTFGRETVLE
RRSQSPRRRR

SVSQPSRNRK
ELAALLASPL

VSVSQPSRNR
TELAALLASP
IWSLEEVYEP
NGYIDLDATY
GVIVGFWRDP

SSAQNRKYTI
LLKDGNPIPS

QSSANNRKYT
GTFKTGNPIA

SGADKRKYAT
LFKVGNPIAE

VSVAQPSRNR
ELAALLADPL

SVAQPSRNRK
LAALLADPLI
ACYRLGSIYE
CRGNGYIDLD
SYGMVIGEWT

QSSAQNRKYT
GLLKDGNPIP

ISVSQPSRNR
TELQALLADP

ISVSQPSRNR
TELKALLADP

60
120
180
185

60
120
180
188

60
120
132

60
120
180
240
300
329

60
120
129

60
120
130

60
120
130

60
120
132

60
120
180
240
300
329

60
120
130

60
120
133

60
120
133
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SEQ ID NO:13 NL95

MAKLNKVTLT
KNYKVQIKLQ
IVDAIDNLNP
FEAKDGACALY
ASVMQSDEYV
DSKSPQLPTD

GIGKAGNQTL
NPTACTKDAC
AYWAALLAAS
ACGSEALVEF
LSGAYDVVKM
FTRFNRHNCP

TLTPRGVNPT
DPSVTRSGSR
PGGGNNPYPG
EYALEDFLGN
QPPGTFDSPR
VQTVIVIPSL

SEQ ID NO:14 f2

ASNFTQEFVLV NDGGTGNVTV APSNFANGVA
KVEVPKVATQ TVGGVELPVA AWRSYLNLEL
ATAANSGIY

SEQ ID NO:15 PP7

MSKTIVLSVG EATRTLTEIQ STADRQIFEE
DQADVVDCST SVCGELPKVR YTQVWSHDVT
VNLVPLGR

SEQ ID NO:16 Qbeta-240
AKLETVTLGN IGRDGKQTLV LNPRGVNPTN
NYKVQVKIQN PTACTANGSC DPSVTRQKYA
LIDAIDQLNP AY

SEQ ID NO:17 Qbeta-243
AKLETVTLGK IGKDGKQTLV LNPRGVNPTN
NYKVQVKIQN PTACTANGSC DPSVTRQKYA
LIDAIDQLNP AY

SEQ ID NO:18 Qbeta-250
ARLETVTLGN IGRDGKQTLV LNPRGVNPTN
NYKVQVKIQN PTACTANGSC DPSVTRQKYA
LIDAIDQLNP AY

SEQ ID NO:19 Qbeta-251
ARLETVTLGN IGRDGKQTLV LNPRGVNPTN
NYKVQVKIQN PTACTANGSC DPSVTRQKYA
LIDAIDQLNP AY

SEQ ID NO:20 Qbeta-259
ARLETVTLGN IGKDGRQTLV LNPRGVNPTN
NYKVQVKIQN PTACTANGSC DPSVTRQKYA
LIDAIDQLNP AY

SEQ ID NO:21 AP205
MANKPMQPIT STANKIVWSD
KPEGCADACV IMPNENQSIR
TAAIVSSDTT A

PTRLSTTESA
TVISGSAENL

P5T
PTRLSTTESA
TVISGSAENL

SEQ ID NO:22 AP205
MANKTMQPIT STANKIVWSD
KPEGCADACV IMPNENQSIR
TAAIVSSDTT A

N14D
PTRLSTTFSA
TVISGSAENL

SEQ ID NO:23 AP205
MANKPMQPIT STADKIVWSD
KPEGCADACV IMPNENQSIR
TAAIVSSDTT A

SEQ ID NO:24 ILlalphal
atatatgcta gccccttaca cctaccagag

SEQ ID NO:25 ILlalpha2
atatatctcg agtgatatct ggaagtctgt

SEQ ID NO:26 ILbetal
atatatgcta gcccccatta gacagctgca

SEQ ID NO:27 ILbetaZz
atatatctcg agggaagaca cagattccat

_2_

NGVASLSEAG
DVTLSFTSYS
VPDSPNVKPP
EFWRNWDGRL
YYLHLMDGIY

EWISSNSRSQ
TIPIFATNSD

KVGPLVGRLR
IVANSTEASR

GVASLSQAGA
DVTFSEFTQYS

GVASLSQAGA
DVTFSEFTQYS

GVASLSQAGA
DVTFSEFTQYS

GVASLSQAGA
DVTFSEFTQYS

GVASLSQAGA
DVTFSEFTQYS

SLLRQRVKVG
ATLKAEWETH

SLLRQRVKVG
ATLKAEWETH

SLLRQRVKVG
ATLKAEWETH

tgatttg

catagag

ctacagg

ggtgaag

AVPALEKRVT
TERERALIRT
GGTGTYRCPF
SKYDIETHRR
VDLAEVTAYR

AYKVTCSVRQ
CELIVKAMQG

LTASLRONGA
KSLYDLTKSL

VPALEKRVTV
TDEERAFVRT

VPALEKRVTV
TDEERAFVRT

VPALEKRVTV
TDEERAFVRT

VPALEKRVTV
TDEERAFVRT

VPALEKRVTV
TDEERAFVRT

IAELNNVSGQ
KRNVDTLFAS

IAELNNVSGQ
KRNVDTLFAS

IAELNNVSGQ
KRNVDTLFAS

VSVAQPSRNR
ELAALLKDDL
ACYRRGELIT
CRGNGYVDLD
SYGMVIGEWT

SSAQNRKYTI
LLKDGNPIPS

KTAYRVNLKL
VATSQVEDLV

SVSQPSRNRK
ELAALLASPL

SVSQPSRNRK
ELAALLASPL

SVSQPSRNRK
ELAALLASPL

SVSQPSRNRK
ELAALLASPL

SVSQPSRNRK
ELAALLASPL

YVSVYKRPAP
GNAGLGFLDP

YVSVYKRPAP
GNAGLGFLDP

YVSVYKRPAP
GNAGLGFLDP

60
120
180
240
300
330

60
120
129

60
120
128

60
120
132

60
120
132

60
120
132

60
120
132

60
120
132

60
120
131

60
120
131

60
120
131

37

37

37

37
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GGGGGCG

SEQ ID NO:29 pModEC1

acatcgtata
tatcatgcca
tcececttatge
cgccgecgea
gcctgccacc
ttccececateg
gccggccacqg
ctcactatag
tttaagaagg
acgatgacaa
cgcggccgea
gaagctgagt
aaacgggtct
acgcgccctyg
ctacacttgc
cgttcgccgg
gtgctttacg
catcgccctg
gactcttgtt
aagggatttt
acgcgaattt
tgcgcggaac
gacaataacc
atttccgtgt
cagaaacgct
tcgaactgga
caatgatgag
ggcaagagca
cagtcacaga
taaccatgag
agctaaccgc
cggagctgaa
caacaacgtt
taatagactg
ctggctggtt
cagcactggg
aggcaactat
attggtaact
tttaatttaa
aacgtgagtt
gagatccttt
cggtggtttyg
gcagagcgca
agaactctgt
ccagtggcga
cgcagcggtce
acaccgaact
gaaaggcgga
ttccaggggg
agcgtcgatt
cggccttttt
tatcccctga
gcagccgaac
ggtattttct
tacaatctgc
tgggtcatgg
ctgctccegg
aggttttcac
tcgtgaageg
agaagcgtta
ttggtcactg
aaacgagaga
cgttgtgagg
ggtcaatgcc
cctgcgatge
tacgaaacac
cagcagtcgce
cccecgecage
gccatgececgg
aaggcttgag

acgttactgg
taccgcgaaa
gactcctgca
aggaatggtyg
atacccacgce
gtgatgtcgg
atgcgtccgg
gggaattgtg
agatatacat
agcgctagcec
tgcaccacca
tggctgctgce
tgaggggttt
tagcggcgca
cagcgcccta
ctttcccegt
gcacctcgac
atagacggtt
ccaaactgga
gccgattteg
taacaaaata
ccctatttgt
ctgataaatg
cgcccecttatt
ggtgaaagta
tctcaacagc
cacttttaaa
actcggtcge
aaagcatctt
tgataacact
ttttttgcac
tgaagccata
gcgcaaacta
gatggaggcg
tattgctgat
gccagatggt
ggatgaacga
gtcagaccaa
aaggatctag
ttcgttccac
ttttctgcge
tttgccggat
gataccaaat
agcaccgcct
taagtcgtgt
gggctgaacg
gagataccta
caggtatccg
aaacgcctgg
tttgtgatgc
acggttcctg
ttctgtggat
gaccgagcgce
ccttacgecat
tctgatgeeg
ctgcgcceceg
catccgcectta
cgtcatcacc
attcacagat
atgtctggcet
atgcctccegt
ggatgctcac
gtaaacaact
agcgcttcegt
agatccggaa
ggaaaccgaa
ttcacgttcg
ctagccgggt
cgataatggce
cgagggcgtg

tttcacattc
ggttttgcgc
ttaggaagca
catgcaagga
cgaaacaagc
cgatataggc
cgtagaggat
agcggataac
atggatccac
ctcgagggtyg
ccaccaccac
caccgctgag
tttgctgaaa
ttaagcgcgg
gcgcccgcete
caagctctaa
cccaaaaaac
tttcgceccett
acaacactca
gcctattggt
ttaacgttta
ttatttttct
cttcaataat
cccttttttyg
aaagatgctg
ggtaagatcc
gttctgctat
cgcatacact
acggatggca
gcggccaact
aacatggggg
ccaaacgacg
ttaactggcg
gataaagttg
aaatctggag
aagccctcece
aatagacaga
gtttactcat
gtgaagatcc
tgagcgtcag
gtaatctgct
caagagctac
actgtccttc
acatacctcg
cttaccgggt
gggggttcgt
cagcgtgagce
gtaagcggca
tatctttata
tcgtcagggg
gcecttttget
aaccgtatta
agcgagtcag
ctgtgcggta
catagttaag
acacccgcca
cagacaagct
gaaacgcgcg
gtctgccectgt
tctgataaag
gtaaggggga
gatacgggtt
ggcggtatgg
taatacagat
cataatggtg
gaccattcat
ctcgcecgtatce
cctcaacgac
ctgcttctcg
caagattccg

e
SEQ ID NO:28 cystein containing linker

accaccctga
cattcgatgg
gcccagtagt
gatggcgccc
gctcatgagc
gccagcaacc
cgagatctcg
aattccccte
accaccacca
gtggtggtgg
tgagatccgg
caataactag
ggaggaacta
cgggtgtggt
ctttcgcettt
atcgggggct
ttgattaggg
tgacgttgga
accctatctce
taaaaaatga
caatttcagg
aaatacattc
attgaaaaag
cggcattttg
aagatcagtt
ttgagagttt
gtggcgeggt
attctcagaa
tgacagtaag
tacttctgac
atcatgtaac
agcgtgacac
aactacttac
caggaccact
ccggtgagcecg
gtatcgtagt
tcgctgagat
atatacttta
tttttgataa
accccgtaga
gcttgcaaac
caactctttt
tagtgtagcc
ctctgctaat
tggactcaag
gcacacagcc
tatgagaaag
gggtcggaac
gtcctgtcgg
ggcggagect
ggccttttge
ccgectttga
tgagcgagga
tttcacaccg
ccagtataca
acacccgctg
gtgaccgtct
aggcagctgce
tcatccgegt
cgggccatgt
tttctgttca
actgatgatg
atgcggcggg
gtaggtgttc
cagggcgctg
gttgttgctc
ggtgattcat
aggagcacga
ccgaaacgtt
aataccgcaa

attgactctc
tgtccgggat
aggttgaggc
aacagtcccc
ccgaagtggce
gcacctgtgg
atcccgcgaa
tagaaataat
ccaccacggt
ttgcggttaa
ctgctaacaa
cataacccct
tatccggatt
ggttacgcgc
cttceecttec
ccctttaggg
tgatggttca
gtccacgttc
ggtctattct
gctgatttaa
tggcactttt
aaatatgtat
gaagagtatg
ccttcctgtt
gggtgcacga
tcgccceccgaa
attatcccgt
tgacttggtt
agaattatgc
aacgatcgga
tcgccttgat
cacgatgcct
tctagcttcc
tctgcgcetecg
tgggtctcgce
tatctacacg
aggtgcctca
gattgattta
tctcatgacc
aaagatcaaa
aaaaaaacca
tccgaaggta
gtagttaggc
cctgttacca
acgatagtta
cagcttggag
cgccacgctt
aggagagcgc
gtttcgccac
atggaaaaac
tcacatgttc
gtgagctgat
agcggaagag
catatatggt
ctccgctatc
acgcgccctg
ccgggagctg
ggtaaagctc
ccagctcgtt
taagggcggt
tgggggtaat
aacatgcccg
accagagaaa
cacagggtag
acttccgegt
aggtcgcaga
tctgctaacc
tcatgcgcac
tggtggcggg
gcgacaggcc

ttccgggcege
ctcgacgctc
cgttgagcac
cggeccacggg
gagcccgatc
cgccggtgat
attaatacga
tttgtttaac
tctggtgacg
taagtttaaa
agcccgaaag
tggggcctct
ggcgaatggg
agcgtgaccg
tttctcgcececa
ttccgattta
cgtagtgggce
tttaatagtg
tttgatttat
caaaaattta
cggggaaatg
ccgctcatga
agtattcaac
tttgctcacc
gtgggttaca
gaacgttttc
attgacgccg
gagtactcac
agtgctgcca
ggaccgaagg
cgttgggaac
gcagcaatgg
cggcaacaat
gccctteecgg
ggtatcattg
acggggagtc
ctgattaagc
aaacttcatt
aaaatccctt
ggatcttctt
ccgctaccag
actggcttca
caccacttca
gtggctgctg
ccggataagg
cgaacgacct
cccgaaggga
acgagggagc
ctctgacttg
gccagcaacg
tttcctgegt
accgctcgece
cgcctgatgce
gcactctcag
gctacgtgac
acgggcttgt
catgtgtcag
atcagcgtgg
gagtttctcc
tttttcctgt
gataccgatg
gttactggaa
aatcactcag
ccagcagcat
ttccagactt
cgttttgcag
agtaaggcaa
ccgtggggcece
accagtgacg
gatcatcgtc

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
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3240
3300
3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
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gcgctceccage
acgagttgca
caccggaagg
taatgagtga
aacctgtcgt
attgggcgcce
caccgcctgg
aaaatcctgt
gtatcccact
tgcgcccagce
cagcatttgc
tatcggctga
cgagacagaa
atgctccacyg
ctggtcagag
ggcatcctgg
attgtgcacc
gctggcaccc
cagggccaga
tgccacgcgg
tttcgcagaa
ggcatactct

gaaagcggtc
tgataaagaa
agctgactgg
gctaacttac
gccagctgceca
agggtggttt
ccctgagaga
ttgatggtgg
accgagatat
gccatctgat
atggtttgtt
atttgattgc
cttaatgggc
cccagtcgeg
acatcaagaa
tcatccageg
gccgetttac
agttgatcgg
ctggaggtgg
ttgggaatgt
acgtggctgg
gcg

ctcgccgaaa
gacagtcata
gttgaaggct
attaattgcg
ttaatgaatc
ttcttttcac
gttgcagcaa
ttaacggcgg
ccgcaccaac
cgttggcaac
gaaaaccgga
gagtgagata
ccgctaacag
taccgtcttc
ataacgccgg
gatagttaat
aggcttcgac
cgcgagattt
caacgccaat
aattcagctc
cctggttcac

SEQ ID NO:30 primerMCS-1F
tatggatccg gctagcgctec gagggtttaa

SEQ ID NO:31 primerMCS-1R
tcgaatgcgg ccgccgttta aaccctcgag

—4-

atgacccaga
agtgcggcga
ctcaagggca
ttgcgctcac
ggccaacgcg
cagtgagacg
gcggtccacg
gatataacat
gcgcagcccg
cagcatcgca
catggcactc
tttatgccag
cgcgatttgce
atgggagaaa
aacattagtg
gatcagccca
gccgcecttegt
aatcgccgcecg
cagcaacgac
cgccatcgcec
cacgcgggaa

acggcggccg

cgctagccgg

SEQ ID NO:32 Bamhis6-EK-Nhe-F
gatccacacc accaccacca ccacggttct ggtgacgacg

SEQ ID NO:33 Bamhis6-EK-Nhe-R
tcgagggcta gcgctttgtc atcgtcgtca ccagaaccgt ggtggtggtg gtggtgtg

SEQ ID NO:34 oligolF-C-glycine-linker

gcgcetgecgg
cgatagtcat
tcggtcgaga
tgccegettt
cggggagagg
ggcaacagct
ctggtttgcc
gagctgtctt
gactcggtaa
gtgggaacga
cagtcgcctt
ccagccagac
tggtgaccca
ataatactgt
caggcagctt
ctgacgcgtt
tctaccatcg
acaatttgcg
tgtttgcccg
gcttccactt
acggtctgat

cat

atcca

atgacaaagc

tcgagggtgg tggtggtggt tgcggttaat aagtttaaac gc

SEQ ID NO:35 oligolR-C-glycine-linker

ggccgcgttt aaacttatta accgcaacca ccaccaccac cc

SEQ ID NO:36 HIL-1

MAKVPDMFED
KTSKLTFKES
NVKYNEFMRIT
TVILRISKTQ
NLEFIATKQDY

LKNCYSENEE
MVVVATNGKV
KYEFILNDAL
LYVTAQDEDQ
WVCLAGGPPS

alpha
DSSSIDHLSL
LKKRRLSLSQ
NQSTIIRANDQ
PVLLKEMPETI
ITDFQILENQ

NQKSFYHVSY
SITDDDLEAT
YLTAAATLHNL
PKTITGSETN
A

SEQ ID NO:37 IL-1 alpha Macaca

MAKVPDMFED
KTSKLTFKQS
NMTYHFIRIT
PVILRISKTQ
NLFIATKHDN

LKNCYSENEE
MVVVSTNGKV
KHEFILNDTL
LYVSAQDEDQ
WVCLAKGLPS

DSSSIDHLSL
LKKRRLSLSQ
NQTIIRANDQ
PVLLKEMPET
ITDFQILENQ

NQKSFYDVSY
SITDNNLEAT
HLTAAATHNL
NKTITGSETN
A

SEQ ID NO:38 IL-1 alpha Equus

MAKVPDLFED
KTSKLNFKES
NTKYNFMRIV
PVTLRISKTR
LEFIATKQGKL

SEQ ID NO:39 IL-1 alpha Ovis

MAKVPDLFED
KTSRLSFKEN
NVKYNFMRVI
PVTLRISKTQ
LEIATKQEKL

LKNCYSENED
VVLVAANGKT
NHQCTLNDAL
LEVSAQNEDE
VHMARGQPSTI

LKNCYSENED
VVMMTANGKI
HQECILNDAL
LEVSAQNEDE
VHMASGPPST

YSSEIDHLSL
LKKRRLSLNQ
NQSVIRDTSG
PVLLKEMPDT
TDFQILDNQF

YSSEIDHLSL
LKKRRLSLNQ
NQSIIRDMSG
PVLLKEMPET
TDFQILEK

TQKSFYDASY
FITNDDLEAI
QYLATAALNN
PKTIKDETNL

NQKSFYDASY
FITDDDLEAI
PYLTAATLNN
PKITIKDETNL

SEQ ID NO:40 IL-1 alpha Felis
MAKVPDLFED LKNCYSENEE YSSEIDHLTL NQKSFYDASY

GPLHEGCMDQ
ANDSEEEITIK
DEAVKEFDMGA
LLFFWETHGT

GPLHEGCMDQ
ANDSEEEITIK
DEAVKFDMGA
FLFFWETHGT

DPLPEDCMDT
ANDPEEGIIR
LDDAVKFDMG
LFFWERHGSK

EPLREDHMNK
ANDTEEEIIK
LEEAVKFDMV
LFFWEKHGSM

DPLHEDCTDK

cacctgtcct
gccecegegece
tccececggtgee
ccagtcggga
cggtttgegt
gattgccctt
ccagcaggcg
cggtatcgtc
tggcgcgcecat
tgccctcecatt
ccecgttecge
gcagacgcgc
atgcgaccag
tgatgggtgt
ccacagcaat
gcgcgagaag
acaccaccac
acggcgcgtg
ccagttgttg
tttccecgegt
aagagacacc

gctagccc

SVSLSISETS
PRSSPFSFLS
YKSSKDDAKI
KNYFTSVAHP

SVSLSISEIS
PRSAPFSFLS
YTSSKDDTKV
KNYFISVAHP

FMSLSTSETS
PRSVHYNFQS
AYTSEEDSQL
NYFKSVAHPK

FMSLDTSETS
PRSAHYSFQS
AYVSEEDSQL
DYFKSVAHPK

FMSPSTSETS

4260
4320
4380
4440
4500
4560
4620
4680
4740
4800
4860
4920
4980
5040
5100
5160
5220
5280
5340
5400
5460
5473

43

45

58

58

42

42

60
120
180
240
271

60
120
180
240
271

60
120
180
240
270

60
120
180
240
268

60
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KTPQLTLKKS VVMVAANGKI
SEKYNYQKIT KSQFILNDNL
PVTLRISKTR LEFVSAQNEDE
LFTIATQEEQL VHMARGLPSV

LKKRRLSLNQ
SQSVIRKAGG
PVLLKEMPET
TDFQILETQS

SEQ ID NO:41 IL-1 alpha Bos

MAKVPDLFED LKNCYSENED
KTSKLSFKEN VVMVAASGKI
NVKYNEFMRVI HQECILNDAL
PVTLRISKTQ LEVSAQNEDE
LFTIATKQEKL VHMASGPPSI

YSSEIDHLSL
LKKRRLSLNQ
NQSIIRDMSG
PVLLKEMPET
TDFQILEK

SEQ ID NO:42 IL-1 alpha Sus

MAKVPDLFED
KTSRLNFKDS
NMKYNEFMRVI
PVTLRISETR
LETIATRQEKL

LKNCYSENEE
VVMAAANGKI
NHQCILNDAR
LEVSAQNEDE
VHMAPGLPSV

YSSDIDHLSL
LKKRRLSLNQ
NQSIIRDPSG
PVLLKELPET
TDFQILENQS

—5-

FLTADDLEAT
KYLAAAALQN
PKTIRDETNL

NQKSFYDASY
FITDDDLEAT
PYLTATTLNN
PKIIKDETNL

NQKSFYDASY
FITDDDLEATI
QYLMAAVLNN
PKTIKDETSL

SEQ ID NO:43 IL-1 alpha Oryctolagus

MAKVPDLFED
VSPNLTFQEN
NMRYKYLRIT
LPVTLRISQT
POLFIATKPE

LKNCEFSENEE
VVAVTASGKI
KOEFTLNDAL
PLEVSAQNED
HLVHMARGLP

YSSAIDHLSL NQKSEFYDASY
LKKRRLSLNQ PITDVDLETN
NQSLVRDTSD QYLRAAPLQN
EPVLLKEMPE TPRIITDSES
SMTDEQIS

SEQ ID NO:44 IL-1 alpha Canis

MAKVPDLFED LKNCYSENEE
LTFKENVVVV AANGKILKKR
NYIRITIKSQF ILNDNLNQST
ISKTRLEFVSA QNEDEPVLLK
QERKLVHMAR GQPSITDEFRL

YSSEIDHLSL
RLSLSQFITD
VROQTGGNYLM
EMPETPKTIR
LETQP

SEQ ID NO:45 IL-1 alpha Mus

MAKVPDLFED
KMSNEFTEFKES
QSDLRYKLMK
SKYPVTLKIS
AYPELFIATK

LKNCYSENED
RVIVSATSSN
LVRQKFVMND
DSQLEVSAQG
EQSRVHLARG

YSSAIDHLSL
GKILKKRRLS
SLNQTIYQDV
EDQPVLLKEL
LPSMTDEQIS

NQKSFYDMSC
DDLEGIANDT
TAALQNLDDA
DETNLLFFWE

NQKSFYDASY
FSETFTEDDL
DKHYLSTTWL
PETPKLITGS

SEQ ID NO:46 IL-1 alpha Rattus

MAKVPDLFED
KMSTEFTFKES
ONNLRYKLIR
SKYPVTLKVS
AFPELLIATK

LKNCYSENEE
RVVVSATSNK
IVKQEFIMND
NTQLEVSAQG
EQSQVHLARG

YSSAIDHLSL
GKILKKRRLS
SLNQNIYVDM
EDKPVLLKEI
LPSMIDFQIS

NQKSFYDASY
FNQPFTEDDL
DRIHLKAASL
PETPKLITGS

SEQ ID NO:47 IL-1 alpha Gorilla

KNCYSENEED SSSIDHLSLN
VVVATNGKVL KKRRLSLSQS
NEFILNDALN QSIIRANDQY

SEQ ID NO:48 hIL-1
FEDLKNCYSE NEEYASAIDH
EDSSDSSAVV LTSAHGEVLK
KFKYQRSIKK GAVITDAMHQ
TLKISKTQLY VCAQEEGQPV

SEQ ID NO:49 hIL-1
MAEVPELASE MMAYYSGNED
FRQAASVVVA MDKLRKMLVP
SLNCTLRDSQ QKSLVMSGPY
KNLYLSCVLK DDKPTLQLES
SQAENMPVFL GGTKGGQDIT

QKSFYHVTYG PLHEGCMDQS
ITDDDLEATA NDSEEEIIKP

LTAAALHNLD

EA

alpha Cavia

LSLNQKSFYD
KRRLSLNQTM
SLIRESNGQH
LLKE

beta
DLFFEADGPK
CPQTFQENDL
ELKALHLQGQ
VDPKNYPKKK
DFTMQFVSS

SEQ ID NO:50 IL-1 beta Pan

MLVPCPQTFQ ENDLSTFFPF
SGPYELKALH LQGQDMEQQV
QLESVDPKNY PKKKMEKREV
QDITDFTMQFEF VSS

IFEEEPIFFD
VEFSMSEFVQGE
FNKIEINNKL

TNYDPLHENR
SNEDLEATAN
LKAMHVVDRK

QMKCSFQDLD
STFFPFIFEE
DMEQQVVESM
MEKREVENKI

TWENEAYVHD
ESNDKIPVAL
EFESAQFPNW

ANEVEEEIMK
LDDAVKFDMG
LFFWERHGSK

EPLREDQMNK
ANNTEEEIIK
LEEAVKEDMV
LFFWEKHGSM

EPLPGDGMDK
ANDTEEEITIK
LDEAVKFDMA
LFFWEKHGNM

EPLHEDCMNK
VSDPEEGIIK
LGDAVKEFDMG
DILFFWETQG

DPLHEDCMSL
EEVIMKPRSV
VKFDMGAYTS
RHGSKHYFKS

GSLHETCTDQ
QSITHDLEET
NDLQQEVKED
ETDLIFFWKS

GSLHENCTDK
EATAHDLEET
NDLQLEVKED
ETDLIFFWEK

VSLSISETSK
RSAPFSFLSN

VDEPVSPNPY
DSEEEITEPW
HEVKFDIDGY

LCPLDGGIQL
EPIFFDTWDN
SFVQGEESND
EINNKLEFES

APVRSLNCTL
GLKEKNLYLS
YISTSQAENM

PRSVAPNFYS
AYTSKEDSKL
NYFKSVAHPK

FMSLDTSETS
PRSAHYSFQS
AYVSEEDSQL
DYFKSVAHPK

FMPLSTSKTS
PRSATYSFQS
AYTSNDDSQL
DYFKSAAHPK

VVSLSTSETS
PRSVPYTFQR
VYMTSKEDST
NKNYFKSAAN

STSEISKTSQ
AYNFHNNEKY
EDSKLPVTLR
VAQPKLFIAT

FVSLRTSETS
IQPRSAPYTY
MYAYSSGGDD
INSKNYFTSA

FVSLRTSETS
IQPRSAPHSFEF
MYAYSSGGDD
INSKNYFTSA

TSKLTFKESM
VKYNFMRIIK

ENSEESNFTL
SVPYSFQSNL
VSTATRIRPV

RISDHHYSKG
EAYVHDAPVR
KIPVALGLKE
AQFPNWYIST

RDSQQKSLVM
CVLKDDKPTL
PVFLGGTKGG

120
180
240
270

60
120
180
240
268

60
120
180
240
270

60
120
180
240
268

60
120
180
240
265

60
120
180
240
270

60
120
180
240
270

60
120
152

60
120
180
204

60
120
180
240
269

60
120
180
193
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SEQ ID NO:51 IL-1 beta Macaca

MAEVPELASE
FRQAVSVVVA
SLHCTLRDAQ
KNLYLSCVLK
SQAENMPVFEL

MMAYYSGNED
MEKLRKMLVP
LKSLVMSGPY
DDKPTLQLES
GGTRGGQDIT

DLFFDVDGPK
CPQIFQDNDL
ELKALHLQGQ
VDPKNYPKKK
DFTMQFVSS

QMKCSFQDLD
STLIPFIFEE
DLEQQVVFSM
MEKREVENKI

SEQ ID NO:52 IL-1 beta Oryctolagus

MATVPELTSE
FRQVLSVVVA
LHCRLODAQQ
NLYLSCVMKD
QTEYMPVFEFLG

MMAYHSGNEN
LEKLRQKAVP
KSLVLSGTYE
DKPTLQLESV
NNSGGQDLID

DLFFEADGPN
CPQAFQDDGL
LKALHLNAEN
DPNRYPKKKM
FSMEFVSS

SEQ ID NO:53 IL-1 beta Mus

MATVPELNCE
ROAVSLIVAV
ROLHYRLRDE
GKNLYLSCVM
TSQAEHKPVE

MPPFDSDEND
EKLWQLPVSE
QQKSLVLSDP
KDGTPTLQLE
LGNNSGQDIT

LEFEVDGPQK
PWTFQDEDMS
YELKALHLNG
SVDPKQYPKK
DFTMESVSS

YMKSCFQDLD
RTFFSLIFEE
LNQQVVESMS
EKREFVENKIE

MKGCEFQTEDL
TFEFSFIFEEE
ONINQQVIFES
KMEKREFVENK

SEQ ID NO:54 IL-1 beta Rattus

MATVPELNCE
RKAVSLIVAV
QLHCRLRDEQ
LNLYLSCVMK
SQAEHRPVEL

SEQ ID NO:55 IL-1 beta Equus

MAAVPDTSDM
FKHVVSIIVA
VNCRLRDIYH
NLYLSCGMKD
QAEKKPVELG

SEQ ID NO:56 IL-1 beta Felis

MAPVPELTSE
LRHAVSVIVA
QDYTEFRDISQ
NLYLSCVMKD
QAEEMPVELG

IAAFDSEEND
EKLWQLPMSC
QKCLVLSDPC
DGTPTLOLES
GNSNGRDIVD

MTYCSGNEND
MEKLKKIPVP
KSLVLSGACE
GKPTLQLETV
NTRGGRDITD

MMAYYSDEND
MEKLKKISFA
KSLVLSGSYE
GKPTLOQLEML
NTKGGQDITD

LEFFEADRPQK
PWSFQDEDPS
ELKALHLNGOQ
VDPKQYPKKK
FIMEPVSS

LEFEEDGPKQ
CSQAFQDDDL
LOAVHLNGEN
DPNTYPKRKM
FIMEITSA

LEFFEADGPEK
CSQPLODEDL
LRALHLNGON
DPKVYPKKKM
FIMESAS

SEQ ID NO:57 IL-1 beta Sus

MATVPEPAKE
SSRPMVSVIV
DCKLODKDEK
LYLSCVMKDD
AFQKPVFLGN

SEQ ID NO:58 IL-1 beta Cavia

MAAVPELSSE
ROTVSLIVAV
NCTLHDIQHK
LYLSCVMKDG
AFHKPVFLGN

VMANNGDNNN
AKEEPMNPSS
ALVLAGPHEL
TPTLQLEDVD
SKGRQDITDE

VTAYHSDENE
EKLRKKLAPC
RLVLSDPCEL
KPVLQLESVD
NNGODIIDFK

DLLFEADGPK
QVVCDDDPKS
KALHLLKGDL
PKSYPKRDME
TMEVLSP

LFFEVDGPNK
TWAFQDDDLR
KALHLNGDNL
GKQYPKKKME
LELVSS

SEQ ID NO:59 IL-1 beta Bos
MATVPEPINE MMAYYSDENE LLFEADDPKQ
FRQVVSVIVA MEKLRNSAYA HVFHDDDLRS
CKLQDREQKS LVLASPCVLK ALHLLSQEMN
YLSCVKKGDT PTLQLEEVDP KVYPKRNMEK
EERPVFLGHF RGGQDITDFR METLSP

SEQ ID NO:60 IL-1 beta Ovis

MATVPEPINE
FRQVVSVIVA
CKLQDREQKS
YLSCVKKGDT
EEKPVFLGRF

VMAYYSDENE
MEKLRSRAYE
LVLDSPCVLK
PTLQLEEVDP
RGGQDITDFR

LLFEVDGPKQ
HVFRDDDLRS
ALHLPSQEMS
KVYPKRNMEK
METLSP

IKDCFQALDL
TFFSFIFEEE
NISQQVVESM
MEKREVENKI

MKGSFQDLDL
RSLEFSVIFEE
TNQOQVVECMS
EKREFVENKME

MKGSLONLSH
KSLFCCIFEE
MNQQVVERMS
EKREFVENKTE

EMKCRTQNLD
IFSSVFEEEP
KREVVEFCMSE
KREVEYKTEI

MQYCFQDRDL
PLLPFIFEEE
NRQVVFSMSFE
KREVENKITS

MKSCIQHLDL
ILSFIFEEEP
REVVFCMSEV
REVFYKTEIK

MKSCTQHLDL
ILSFIFEEEP
REVVFCMSEV
REVFYKTEIK

SEQ ID NO:61 IL-1 beta Gallus

LCPLGGGIQL
EPVFLDTRNN
SFVQGEESND
EINNKLEFES

LCCPDEGIQL
EPVLCNTWDD
FVQGEESNDK
IKDKLEFESA

GCPDESIQLQ
PILCDSWDDD
MSEFVQGEPSN
IEVKSKVEFE

GCPDESIQLQ
PVLCDSWDDD
SEVQGETSND
EVKTKVEFES

SSMGNGGIQL
EPIICDNWDD
FVQGEEETDK
IKGNVEFESA

SFLGDEGIQL
EPIICDTWDD
FVHGEENSKK
IKGNVEFESS

LSPLGDGSIQ
IVLEKHANGF
VQGDDSDDKI
KNRVEFESAL

CSLDEGIKLQ
PIVCDTWDEE
VQGERSDNKM
KSTVEFESAQ

GSMGDGNIQL
VIFETSSDEF
QGEERDNKIP
NTVEFESVLY

GSMGDGNIQL
VIFETSSDEL
QGEERDNKIP
NTVEFESVLY

QISHEHYNEG
DACVHDAPVR
KIPVALGLKA
AQFPNWYIST

RISCQPYNKS
YSLECDAVRS
IPVALGLRGK
QFPNWYISTS

ISQQHINKSFE
DNLLVCDVPI
DKIPVALGLK
SAEFPNWYIS

ISQQHLDKSFE
DLLVCDVPIR
KIPVALGLKG
AQFPNWYIST

QFSHQLYNKT
DYVCDAAVHS
IPVALGLKEK
MYPNWYISTS

QISHQPDNKS
GFVCDAAIQS
IPVVLCIKKN
QFPNWYISTS

LQISHQLCNE
LCDATPVQSV
PVTLGIKGKN
YPNWYISTSQ

ISHQHEFNKSF
YESDTPVPSR
PVALGLKGKN
FPNWYISTSQ

QISHQFYNKS
LCDAPVQSIK
VALGIKDKNL
PNWYISTSQI

QISHQLYNKS
LCDAAVQSVK
VALGIRDKNL
PNWYISTSQI

60
120
180
240
269

60
120
180
240
268

60
120
180
240
269

60
120
180
240
268

60
120
180
240
268

60
120
180
240
267

60
120
180
240
267

60
120
180
240
266

60
120
180
240
266

60
120
180
240
266



P1085PC00 /PS1

MAFVPDLDVL
VLVVAMTKLL
DINQKCEVLE
LYMSCVMSGT
SLOQPRQPVGI

ESSSLSEETFEF
RRPRSRDFAD
SPTQLVALHL
EPTLOLEEAD
TNQPDQVNIA

—7-

YGPSCLCLQK KPRLDSEHTT
SDLSALLEEV FEPVTFQRLE
QGPSSSQKVR LNIALYRPRG
VMRDIDSVEL TRFIFYRLDS
TYKLSGR

SEQ ID NO:62 IL-1 beta Canis
GPGGSNVKCC CQDLNHSSLV DEGIQLQVSH QLCNKSLRHF
DDLKSIFCYI FEEEPIICKT DADNFMSDAA MQSVDCKLQD
GENVNKA

SEQ ID NO:63 hIL-1 alpha 119-271
LSNVKYNFMR IIKYEFILND ALNQSIIRAN DQYLTAAALH
KITVILRISK TQLYVTAQDE DQPVLLKEMP EIPKTITGSE
HPNLFIATKQ DYWVCLAGGP PSITDFQILE NQA

SEQ ID NO:64 hIL-1 beta 117-269

APVRSLNCTL RDSQQOKSLVM
GLKEKNLYLS CVLKDDKPTL
YISTSQAENM PVFLGGTKGG

SGPYELKALH LQGQDMEQQV
QLESVDPKNY PKKKMEKREV
QDITDETMQE VSS

SEQ ID NO:65 mIL-lalphall7-270

MDPHHHHHHG SGDDDDKALA PYTYQSDLRY KLMKLVRQKF
TTWLNDLQQE VKFDMYAYSS GGDDSKYPVT LKISDSQLFEV
ITGSETDLIF FWKSINSKNY FTSAAYPELF IATKEQSRVH

GCG

SEQ ID NO:66 mIL-lbetall9-269

MDPHHHHHHG SGDDDDKALA
FSMSEVQGEP SNDKIPVALG
NKIEVKSKVE FESAEFPNWY

SEQ ID NO:67 hIL-1
MRIIKYEFIL ND

SEQ ID NO:68
RIIKYE

hIL-1

SEQ ID NO:69
YEFILNDALN

hIL-1

SEQ ID NO:70
NDALNQSIIR AN

hIL-1

SEQ ID NO:71
TAAALHNLDE

hIL-1

SEQ ID NO:72
TAAALHNLDE AV

hIL-1

SEQ ID NO:73
AVKFDMGAYK

hIL-1

SEQ ID NO:74
AYKSSKDDAK I

hIL-1
SEQ ID NO:75 hIL-1
SSKDDAKITV ILRISKTQLY

SEQ ID NO:76 hIL-1
VILRISKTQL YVT

SEQ ID NO:77 hIL-1
VILRISKTQL YVTAQDEDQP

SEQ ID NO:78 hIL-1
TQLYVTAQDE DQPVLLKEMP

SEQ ID NO:79 hIL-1

PIRQLHYRLR DEQQKSLVLS
LKGKNLYLSC VMKDGTPTLQ
ISTSQAEHKP VELGNNSGQD

alpha 009-020

alpha 010-015

alpha 014-023

alpha 019-030

alpha 035-044

alpha 035-046

alpha 045-054

alpha 052-062

alpha 055-084
VTAQDEDQPV L

alpha 063-075
alpha 063-084
VL

alpha 069-089

alpha 082-102

VDVQVTVRKG
SSYAGAPAFR
PRGSAGTGQM
PTEGTTRFES

VSVIVALEKL
ISHKYLVLSN

NLDEAVKFDM
TNLLFFWETH

VESMSEFVQGE
FNKIEINNKL

VMNDSLNQTTI
SAQGEDQPVL
LARGLPSMTD

DPYELKALHL
LESVDPKQYP
IIDFTMESVS

RGARSFRRAA
YTRSQSFDIF
PVALGIKGYK
AAFPGWFICT

KKPCPQVLQE
SYELRALHLN

GAYKSSKDDA
GTKNYFTSVA

ESNDKIPVAL
EFESAQFPNW

YOQDVDKHYLS
LKELPETPKL
FQISLEGGGG

NGONINQQVTI
KKKMEKREVE
SLEGGGGGCG

60
120
180
240
267

60
120
127

60
120
153

60
120
153

60
120
180
183

60
120
180

12

10

12

10

12

10

11

31

13

22

20



P1085PC00 /PS1

PVLLKEMPEI PKTITGSETN L

SEQ ID NO:80 hIL-1 alpha 087-100

EMPEIPKTIT GSET

SEQ ID NO:81
KTITGSETNL LF

SEQ ID NO:82

hIL-1

hIL-1

PKTITGSETN LLFEFWETHGT

SEQ ID NO:83
GSETNLLEFW

SEQ ID NO:84
LFIATKQDYW VC

SEQ ID NO:85
FIATKQDYWV CLA

SEQ ID NO:86

hIL-1

hIL-1

hIL-1

hIL-1

IATKOQDYWVC LAGGPPST

SEQ ID NO:87
KQODYW

SEQ ID NO:88
QILENQA

SEQ ID NO:89
APVRSL

SEQ ID NO:90
APVRSLNCTL RD

SEQ ID NO:91
LNCTLRDSQQ

SEQ ID NO:92
RDSQQKSLVM SG

SEQ ID NO:93
KALHLQGQDM EQ

SEQ ID NO:9%4
KALHLQGQDM EQQV

SEQ ID NO:95
QVVEFSMSEV(Q

SEQ ID NO:96
FVQGEESNDK I

SEQ ID NO:97

hIL-1

hIL-1

hIL-1

hIL-1

hIL-1

hIL-1

hIL-1

hIL-1

hIL-1

hIL-1

hIL-1

GEESNDKIPV ALGLKEKNLY

SEQ ID NO:98
VALGLKEKNL YLS

SEQ ID NO:99

hIL-1

hIL-1

VALGLKEKNL YLSCVLKDDK

alpha 093-104

alpha 093-113

K

alpha 097-106

alpha 123-134

alpha 124-136

alpha 125-142

alpha 129-133

alpha 147-153

beta 001-006

beta 001-012

beta 006-015

beta 011-022

beta 027-038

beta 027-040

beta 039-048

beta 046-056

beta 049-080

LSCVLKDDKP TL

beta 058-070

beta 058-080
PTL

SEQ ID NO:100 hIL-1 beta 066-085
KNLYLSCVLK DDKPTLQLES V

SEQ ID NO:101 hIL-1 beta 078-097
PTLQLESVDP KNYPKKKMEK

21

14

12

21

10

12

13

18

12

10

12

12

14

10

11

32

13

23

21

20
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SEQ ID NO:102 hIL-1 beta 083-095
ESVDPKNYPK KKM

SEQ ID NO:103 hIL-1 beta 088-099
KNYPKKKMEK RF

SEQ ID NO:104 hIL-1 beta 092-101
KKKMEKRFEVE

SEQ ID NO:105 hIL-1 beta 092-109
KKKMEKRFVE NKIEINNK

SEQ ID NO:106 hIL-1 beta 120-133
WYISTSQAEN MPVF

SEQ ID NO:107 hIL-1 beta 121-135
YISTSQAENM PVFLG

SEQ ID NO:108 hIL-1 beta 122-143
ISTSQAENMP VEFLGGTKGGQ DI

SEQ ID NO:109 hIL-1 beta 126-131
QAENMP

SEQ ID NO:110 hIL-1 beta 147-152
TMQEVSS

SEQ ID NO:111 mIL-1 beta 001-012
VPIRQLHYRL RD

SEQ ID NO:112 mIL-1 beta 027-040
KALHLNGONI NQOQV

SEQ ID NO:113 mIL-1 beta 121-135
YISTSQAEHK PVFLG

SEQ ID NO:114 rIL-1 beta 066-085
NLYLSCVMKD GTPTLQLESV

SEQ ID NO:115 rIL-1 beta 078-097
PTLOQLESVDP KQYPKKKMEK

SEQ ID NO:116 rIL-1 beta 122-143
ISTSQAEHRP VFLGNSNGRD IV

SEQ ID NO:117 AP590

atggcaaata agccaatgca accgatcaca tctacagcaa
ccaactcgtt tatcaactac attttcagca agtctgttac
atagccgaac tgaataatgt ttcaggtcaa tatgtatctg
aaaccggaag dgttgtgcaga tgcctgtgtc attatgccga
acagtgattt cagggtcagc cgaaaacttg gctaccttaa
aaacgtaacg ttgacacact cttcgcgagc ggcaacgccg
actgcggcta tcgtatcgtc tgatactact gcttagggat
t

SEQ ID NO:118 AP592

atggcaaata agccaatgca accgatcaca tctacagcaa
ccaactcgtt tatcaactac attttcagca agtctgttac
atagccgaac tgaataatgt ttcaggtcaa tatgtatctg
aaaccggaag gttgtgcaga tgcctgtgtc attatgccga
acagtgattt cagggtcagc cgaaaacttg gctaccttaa
aaacgtaacg ttgacacact cttcgcgagc ggcaacgccg
actgcggcta tcgtatcgtc tgatactact gcttgaggat
t

SEQ ID NO:119 pl.44
nnccatggca aataagccaa tgcaaccg

ataaaattgt
gccaacgtgt
tttataagcg
atgaaaacca
aagcagaatg
gtttgggttt
ccggataatg

ataaaattgt
gccaacgtgt
tttataagcg
atgaaaacca
aagcagaatg
gtttgggttt
ccggataatg

gtggtcggat
taaagttggt
tcctgcacct
atccattcgce
ggaaactcac
ccttgaccct
catctaagct

gtggtcggat
taaagttggt
tcctgcacct
atccattcgce
ggaaactcac
ccttgaccct
catctaagct

13

12

10

18

14

15

22

12

14

15

20

20

22

60
120
180
240
300
360
420
421

60
120
180
240
300
360
420
421

28
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SEQ ID NO:120 pINC-36
gtaagcttag atgcattatc cggatcccta

SEQ ID NO:121 pINC-40
gtaagcttag atgcattatc cggatcctca

SEQ ID NO:122 pINC-34
ggtccggagce gctagceccect tacac

SEQ ID NO:123 pINC-35
gtaagcttat gcattatgat atctggaagt

SEQ ID NO:124 HIL-1
atatatgata tccctgtacg atcactgaac

SEQ ID NO:125 HIL-2
atatatctcg agggaagaca caaattgcat

SEQ ID NO:126 42-1
tatggatatc gaattcaagc ttctgcagcet

SEQ ID NO:127 42-2
ctaggtaatc aattactcga gcagctgcag

SEQ ID NO:128 42T-1

tcgagcacca ccaccaccac cacggtggtt

SEQ ID NO:129 42T-2
ctaggtatta atcaattatt attagcaacc

~10-

agcagtagta

agcagtagta

ctgtcataga

tgcacg

ggtgaag

gctcgagtaa

aagcttgaat

gctaataata

accgtggtgg

SEQ ID NO:130 hIL-1 beta 116-269

MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR
NWYISTSQAE NMPVEFLGGTK GGQDITDEFTM QFVSSLEHHH

SEQ ID NO:131 hIL-1 beta 116-269(R4D)
MDIPVDSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR
NWYISTSQAE NMPVFLGGTK GGQDITDFTM QFVSS

SEQ ID NO:132 hIL-1 beta 116-269(L6A)
MDIPVRSANC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR

tcagacgata

tcagacgata

ttgattac

tcgatatcca

attgattaat

tggtggtggt

QVVEFSMSEVQ
FVENKIEINN
HHHGGC

QVVEFSMSEVQ
FVENKIEINN

QVVEFSMSEVQ
FVENKIEINN

NWYISTSQAE NMPVFLGGTK GGQDITDEFTM QFVSS

SEQ ID NO:133 hIL-1 beta 116-269(T9G)

MDIPVRSLNC GLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVESMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITDEFTM QFVSS

SEQ ID NO:134 hIL-1 beta 116-269(R11G)
MDIPVRSLNC TLGDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSFVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITDFTM QFVSS

SEQ ID NO:135 hIL-1 beta 116-269(D54R)
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVEFSMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITDFTM QFVSS

SEQ ID NO:136 hIL-1 beta 116-269(D145K)
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITKFTM QFVSS

SEQ ID NO:137 hIL-1 beta 116-269(DEE50,51)
MDIPVRSINC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVEFSMSFVQ
GLKEKNLYLS CVLKDDKPTL QLESVDPKNY PKKKMEKRFV FNKIEINNKL

cg

cg

ac

gc

GEESNDKIPV
KLEFESAQFP

GEESNDKIPV
KLEFESAQFP

GEESNDKIPV
KLEFESAQFP

GEESNDKIPV
KLEFESAQFP

GEESNDKIPV
KLEFESAQFP

GEESNRKIPV
KLEFESAQFP

GEESNDKIPV
KLEFESAQFP

GSNDKIPVAL
EFESAQFPNW

52

52

25

40

36

37

48

50

52

52

60
120
166

60
120
155

60
120
155

60
120
155

60
120
155

60
120
155

60
120
155

60
120
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YISTSQAENM PVFLGGTKGG QDITDFTMQF VSS

SEQ ID NO:138 hIL-1 beta 116-269(DSND52-54)
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVESMSEVQ
LKEKNLYLSC VLKDDKPTLQ LESVDPKNYP KKKMEKREVF NKIEINNKLE
ISTSQAENMP VFLGGTKGGQ DITDEFTMQFEV S8

SEQ ID NO:139 hIL-1 beta 116-269(K63S/K658S)
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSEVQ
ALGLSESNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITDFTM QFVSS

SEQ ID NO:140 hIL-1 beta 116-269(Q126A/E128A)
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVESMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN

NWYISTSAAA NMPVEFLGGTK GGQDITDETM

SEQ ID NO:141 HIL-3
atatatcata tgctgagcaa tgtgaaatac

SEQ ID NO:142 HIL-4
atatatctcg agcgcctggt tttccagtat

SEQ ID NO:143 R4D-1
catatggata tccctgtaga ctcactgaac

SEQ ID NO:144 R4D-2
gagcgtgcag ttcagtgagt ctacagggat

SEQ ID NO:145 LoA-1
gatatccctg tacgatcagc taactgcacg

SEQ ID NO:146 Lo6A-2
gtcccggage gtgcagttag ctgatcgtac

SEQ ID NO:147 T9G-1
gtacgatcac tgaactgcgg tctccgggac

SEQ ID NO:148 T9G-2
gctgtgagtc ccggagaccg cagttcagtg

SEQ ID NO:149 R11G-1
gaactgcacg ctcggggact cacagc

SEQ ID NO:150 R11G-2
gctgtgagtc cccgagecgtg cagttce

SEQ ID NO:151 D54R-1

caaggagaag aaadtaatcg caaaatacct

SEQ ID NO:152 D54R-2
caaggccaca ggtattttgc gattactttc

SEQ ID NO:153 EE-1
catgtccttt gtacaaggaa gtaatgacaa

SEQ ID NO:154 EE-2
cacaggtatt ttgtcattac ttccttgtac

SEQ ID NO:155 SND-1
ctttgtacaa ggagaagaaa aaatacctgt

SEQ ID NO:156 SND-2
caaggccaca ggtatttttt cttctccttg

SEQ ID NO:157 K6365S-1
gtggccttgg gcctcagecga aagcaatctg

QFVSS

aactttatg

ctgaaag

tgcacgctc

atccatatg

ctccgggac

agggatatc

tcacagc

atcgtac

gtggccttg

ttctecttg

aatacctgtg

aaaggacatg

ggccttyg

tacaaag

tacctgtcct g

GEEKIPVALG
FESAQFPNWY

GEESNDKIPV
KLEFESAQFP

GEESNDKIPV
KLEFESAQFP

153

60
120
152

60
120
155

60
120
155

39

37

39

39

39

39

37

37

26

26

39

39

40

40

37

37

41
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SEQ ID NO:158 K6365S-2

caggacaggt

acagattgct

SEQ ID NO:159 QE-1

gtacatcagc

acctctgcag

SEQ ID NO:160 QE-2

Jaagacgggc

atgtttgctg

ttcgctgagg

cagcaaacat

ctgcagaggt

SEQ ID NO:161 D145K-1

gcggccagga tataactaaa ttcaccatgce

SEQ ID NO:162 D145K-2
gacacaaatt gcatggtgaa tttagttata

12—

cccaaggcca

gccecgtette

gctgatgtac

aatttgtgtc

tcctggecge

C

SEQ ID NO:163 mIL-1 alpha 117-270 without tag
PYTYQSDLRY KLMKLVRQKF VMNDSLNQTI YQDVDKHYLS TTWLNDLQQE
GGDDSKYPVT LKISDSQLFV SAQGEDQPVL LKELPETPKL ITGSETDLIF
FTSAAYPELF IATKEQSRVH LARGLPSMTD FQIS

SEQ ID NO:164 mIL-1 beta 119-269 without tag

PIRQLHYRLR DEQQKSLVLS DPYELKALHL NGONINQQVI FSMSFVQGEP
LKGKNLYLSC VMKDGTPTLQ LESVDPKQYP KKKMEKRFVF NKIEVKSKVE
TISTSQAEHKP VFLGNNSGQD IIDFTMESVS S

SEQ ID NO:165 hIL-1 beta 116-269 without tag

MDIPVRSINC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSFVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK
NWYTISTSQAE NMPVFLGGTK GGQDITDFTM QFVSS

SEQ ID NO:166 interleukin 1

MKVLLRLICFEF
DSKTPVSTEQ
CYNAQATFKQ
LIVMNVAEKH
GSQIQLICNV
IESREYKHPF
IDIVLWYRDS
YKLEFIYGRDD
DGIKVVLLEL
QRRSPSSKHQ

IALLISSLEA
ASRIHQHKEK
NLPVAGDGGL
RGNYTCHASY
TGQLSDIAYW
TCFAKNTHGI
CYDFLPIKAS
YVGEDIVEVI
EKIQDYEKMP
LLSPATKEKL

DKCKEREEKI
LWEVPAKVED
VCPYMEFFKN
TYLGKQYPIT
KWNGSVIDED
DAAYIQLIYP
DGKTYDAYIL
NENVKKSRRL
ESIKFIKQKH
QREAHVPLG

SEQ ID NO:167 interleukin 1

MLRLYVLVMG
VSPRINLTWH
IELRVFENTD
EKFLSVRGTT
SPLKTISASL
NNENYIEVPL
FLVLGGIWMH

VSAFTLQPAA
KNDSARTVPG
AFLPFISYPQ
HLLVHDVALE
GSRLTIPCKV
IFDPVTREDL
RRCKHRTGKA

HTGAARSCREF
EEETRMWAQD
ILTLSTSGVL
DAGYYRCVLT
FLGTGTPLTT
HMDFKCVVHN
DGLTVLWPHH

SEQ ID NO:168 interleukin 1

MENMKVLLGL
YKNDSKTPIS
PGLCYSTQAT
KDKLLVRNVA
ADPGSMIQLI
ISEVKSQFYR
VEFKVDIVLWY
QFGYKLFIYG
LIQEGIKIVL
MPAQRRSPLS

ICLMVPLLSL
ADRDSRIHQQ
FPQRLHIAGD
EEHRGDYICR
CNVIGQFSDL
YPFICVVKNT
RDSCSGFLPS
RDDYVGEDTI
LELEKIQDYE
KHRLLTLDPV

EIDVCTEYPN
NEHLWEFVPAK
GSLVCPYVSY
MSYTFRGKQY
VYWKWNGSE T
NIFESAHVQL
KASDGKTYDA
EVINENVKKS
KMPDSIQFIK
RDTKEKLPAA

SEQ ID NO:169 interleukin 1

MFILLVIVTG
VLRCPLAPHS
TFRNASHCEQ
WYKGAILLDK
KGTTTEPIPV
RVTEGLHHQY
SWSTIALAPLS

VSAFTTPTVV
DISSSSHSFL
MSVELKVFEFKN
GNKEFLSAGD
IISPLETIPA
SENDENYVEV
LITLVVGAIW

HTGKVSESPI
TWSKLDSSQL
TEASLPHVSY
PTRLLISNTS
SLGSRLIVPC
SLIFDPVTRE
MRRRCKRRAG

NYPKKKMEKR

receptor,
ILVSSANEID
SGHYYCVVRN
ENNELPKLQW
RVIEFITLEE
DPVLGEDYYS
VTNFQKHMIG
YPKTVGEGST
IIILVRETSS
GAIRWSGDFET

receptor,
RGRHYKREFR
GALWLLPALQ
VCPDLSEFTR
FAHEGQQYNI
MLWWTANDTH
TLSFQTLRTT
QDFQSYPK

receptor,
QIVLFLSVNE
VEDSGYYYCI
FKDENNELPE
PVTRVIQFIT
EWNDPFLAED
IYPVPDFKNY
YILYPKTLGE
RRLIIILVRD
QKHGVICWSG
THLPLG

receptor,
TSEKPTVHGD
IPRDEPRMWV
LQISALSTTG
MDDAGYYRCV
KVFLGTGTSS
DLHTDFKCVA
KTYGLTKLRT

FVENKIEINN

type I

VRPCPLNPNE
SSYCLRIKIS
YKDCKPLLLD
NKPTRPVIVS
VENPANKRRS
ICVTLIVIIV
SDCDIFVERV
FSWLGGSSEE
QGPQSAKTRF

type II
LEGEPVALRC
EDSGTYVCTT
DKTDVKIQWY
TRSIELRIKK
IESAYPGGRV
VKEASSTFSW

type I
IDIRKCPLTP
VRNSTYCLKT
VQWYKNCKPL
IDENKRDRPV
YQFVEHPSTK
LIGGFIILTA
GSFSDLDTEV
MGGFSWLGQS
DFQERPQSAK

type II
NCQFRGREFK
KGNILWILPA
LLVCPDLKEF
MTFTYNGQEY
NTIVWWLANS
SNPRSSQSLH
DNQDFPSSPN

VKFDMYAYSS
FWKSINSKNY

SNDKIPVALG
FESAEFPNWY

GEESNDKIPV
KLEFESAQFP

HKGTITWYKD
AKFVENEPNL
NIHEFSGVKDR
PANETMEVDL
TLITVLNISE
CSVFIYKIFK
LPEVLEKQCG
QIAMYNALVQ
WKNVRYHMPV

POVPYWLWAS
RNASYCDKMS
KDSLLLDKDN
KKEETIPVII
TEGPRQEYSE
GIVLAPLSLA

(mouse)

NKMHGDTIIW
KVTVTVLEND
LLDNVSFFGV
ILSPRNETIE
RKYTLITTLN
TIVCCVCIYK
FKLLPEVLEG
SEEQIATIYNA
TREWKNLRYQ

(mouse)
SELRLEGEPV
VQQDSGTYIC
ISSNADGKIQ
NITRNIELRV
TFISAAYPRG
TTVKEVSSTF

41

40

40

40

40

60
120
154

60
120
151

60
120
155

60
120
180
240
300
360
420
480
540
569

60
120
180
240
300
360
398

60
120
180
240
300
360
420
480
540
576

60
120
180
240
300
360
410
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SEQ ID NO:170 peptide

GGKGG

SEQ ID NO:171 linker
CGG

SEQ ID NO:172 linker
CGDKTHTSPP

SEQ ID NO:173 linker
CGGPKPSTPP GSSGGAP

SEQ ID NO:174 linker
GCGGGG

SEQ ID NO:175 linker
GCG

SEQ ID NO:176 linker
GGGGS

SEQ ID NO:177 linker
GCGSGGGGES

SEQ ID NO:178 linker
GGC

SEQ ID NO:179 linker
GGC

SEQ ID NO:180 linker
DKTHTSPPCG

SEQ ID NO:181 linker
PKPSTPPGSS GGAPGGCG

SEQ ID NO:182 linker
GGGGCG

SEQ ID NO:183 linker
GCG

SEQ ID NO:184 linker
SGGGG

SEQ ID NO:185 linker
GSGGGGSGCG

SEQ ID NO:186 linker
GGKKGC

SEQ ID NO:187 linker
CGKKGG

SEQ ID NO:188 linker
GGCG

SEQ ID NO:189 linker
GSG

— 13-

CGG

CGDKTHTSPP

CGGPKPSTPPGSSGGAP

GCGGGG

GCG

GGGGS

GCGSGGGGS

GGC

GGC-NH2

PKPSTPPGSSGGAPGGCG

GGGGCG

GCG (2)

SGGGG

GGKKGC

CGKKGG

GGCG

GSG

SEQ ID NO:190 His-Tag with Linker

LEHHHHHHGG C

SEQ ID NO:191 MOG peptide

MEVGWYRSPF SRVVHLYRNG K

10

17

10

18

10

11

21
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SEQ ID NO:192 pINC-75
gatccggagg tggtgtccce attagacage t

SEQ ID NO:193 pINC-77
gtaagcttag gaagacacag attccat

SEQ ID NO:194 pINC-74
gatccggagg tggtgcccecct gtacgatcac tgaactg

SEQ ID NO:195 pINC-76
gtatgcatta ggaagacaca aattgcatgg tgaagtc

SEQ ID NO:196 ILlalC
atatatcata tgtctgcccc ttacacctac cagagtg

SEQ ID NO:197 alphaDl45K-1

ggactgccct ctatgacaaa attccagata tcactcgag

SEQ ID NO:198 alphaDl45K-2
ctcgagtgat atctggaatt ttgtcataga gggcagtcc

SEQ ID NO:199 halphaDl145K-1

gggccaccct ctatcactaa atttcagata ctggaaaacc

SEQ ID NO:200 halphaDl145K-2
ggttttccag tatctgaaat ttagtgatag agggtggccc

SEQ ID NO:201 Histag-GGC
LEHHHHRHGG C

SEQ ID NO:202 mIL-1 alpha 115-270 without tag
MSAPYTYQSD LRYKLMKLVR QKFVMNDSLN QTIYQDVDKH YLSTTWLNDL
YSSGGDDSKY PVTLKISDSQ LEVSAQGEDQ PVLLKELPET PKLITGSETD
KNYFTSAAYP ELFIATKEQS RVHLARGLPS MTDFQIS

SEQ ID NO:203 hIL-1 alpha 119-271 without tag
MLSNVKYNFM RIIKYEFILN DALNQSIIRA NDQYLTAAAL HNLDEAVKFD
AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLEFWET
AHPNLFIATK QDYWVCLAGG PPSITDFQIL ENQA

SEQ ID NO:204 mIL-1 alpha 115-270(D145K)
DSAPYTYQSD LRYKLMKLVR QKFVMNDSLN QTIYQDVDKH YLSTTWLNDL
YSSGGDDSKY PVTLKISDSQ LEFVSAQGEDQ PVLLKELPET PKLITGSETD
KNYFTSAAYP ELFIATKEQS RVHLARGLPS MTKFQIS

SEQ ID NO:205 hIL-1 beta 116-269(K88N)
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVESMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPN NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITDETM QFVSS

SEQ ID NO:206 hIL-1 beta 116-269(R98Q)
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVEFSMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKQ FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITDFTM QFVSS

SEQ ID NO:207 hIL-1 beta 116-269(K103L)
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENLIEINN
NWYISTSQAE NMPVFLGGTK GGQDITDETM QFVSS

SEQ ID NO:208 hIL-1 beta 116-269(Rkkk92-94)
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPMEKRFVF NKIEINNKLE
ISTSQAENMP VFLGGTKGGQ DITDFTMQFV S8

SEQ ID NO:209 hIL-1 beta 116-269(L10N)
MDIPVRSLNC TNRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITDFTM QFVSS

QQEVKEFDMYA
LIFFWKSINS

MGAYKSSKDD
HGTKNYFTSV

QQEVKFDMYA
LIFFWKSINS

GEESNDKIPV
KLEFESAQFP

GEESNDKIPV
KLEFESAQFP

GEESNDKIPV
KLEFESAQFP

GEESNDKIPV
FESAQFPNWY

GEESNDKIPV
KLEFESAQFP

31

27

37

37

37

39

39

40

40

11

60
120
157

60
120
154

60
120
157

60
120
155

60
120
155

60
120
155

60
120
152

60
120
155
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SEQ ID NO:210 hIL-1 alpha 119-271(D145K)
MLSNVKYNFM RIIKYEFILN DALNQSIIRA NDQYLTAAAL HNLDEAVKED
AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLFFWET
AHPNLFIATK QDYWVCLAGG PPSITKFQIL ENQA

SEQ ID NO:211 hIL-1 alpha 119-271(L18K)
MLSNVKYNFM RIIKYEFIKN DALNQSIIRA NDQYLTAAAL HNLDEAVKFD
AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLEFWET
AHPNLFIATK QDYWVCLAGG PPSITDFQIL ENQA

SEQ ID NO:212 hIL-1 alpha 119-271(F146N)
MLSNVKYNFM RIIKYEFILN DALNQSIIRA NDQYLTAAAL HNLDEAVKFD
AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLEFWET
AHPNLFIATK QDYWVCLAGG PPSITDNQIL ENQA

SEQ ID NO:213 hIL-1 alpha 119-271(R10A)
MLSNVKYNFM AIIKYEFILN DALNQSIIRA NDQYLTAAAL HNLDEAVKFD
AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLEFWET
AHPNLFIATK QDYWVCLAGG PPSITDFQIL ENQA

SEQ ID NO:214 hIL-1 alpha 119-271(I62A)
MLSNVKYNFM RIIKYEFILN DALNQSIIRA NDQYLTAAAL HNLDEAVKFD
AKATVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLEFWET
AHPNLFIATK QDYWVCLAGG PPSITDFQIL ENQA

SEQ ID NO:215 hIL-1 alpha 119-271(W107F)
MLSNVKYNFM RIIKYEFILN DALNQSIIRA NDQYLTAAAL HNLDEAVKFD
AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLEFFFET
AHPNLFIATK QDYWVCLAGG PPSITDFQIL ENQA

SEQ ID NO:216 hIL-1 alpha 119-271(D20V)
MLSNVKYNFM RIIKYEFILN VALNQSIIRA NDQYLTAAAL HNLDEAVKFD
AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLEFWET
AHPNLFIATK QDYWVCLAGG PPSITDFQIL ENQA

SEQ ID NO:217 hIL-1 alpha 119-271(rFIL16-18)
RRSNVKYNFM RIIKYENDAL NQSIIRANDQ YLTAAALHNL DEAVKFDMGA
TVILRISKTQ LYVTAQDEDQ PVLLKEMPEI PKTITGSETN LLFFWETHGT
NLFIATKQDY WVCLAGGPPS ITDFQILENQ A

SEQ ID NO:218 hIL-1 alpha 119-271(rITGS96-99)
MLSNVKYNFM RIIKYEFILN DALNQSIIRA NDQYLTAAAL HNLDEAVKFD
AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTETNL LFFWETHGTK
LFIATKQDYW VCLAGGPPSI TDFQILENQA

SEQ ID NO:219 Histag-GGC
LEHHHHHHGG CG

SEQ ID NO:220 hIL-1 beta 116-269(D145K) with LEHHHHHHGGCG-tag

MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVESMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITKEFTM QFVSSLEHHH HHHGGCG

MGAYKSSKDD
HGTKNYFTSV

MGAYKSSKDD
HGTKNYFTSV

MGAYKSSKDD
HGTKNYFTSV

MGAYKSSKDD
HGTKNYFTSV

MGAYKSSKDD
HGTKNYFTSV

MGAYKSSKDD
HGTKNYFTSV

MGAYKSSKDD
HGTKNYFTSV

YKSSKDDAKI
KNYFTSVAHP

MGAYKSSKDD

NYFTSVAHPN

GEESNDKIPV
KLEFESAQFP

SEQ ID NO:221 hIL-1 beta 116-269(D145K) with GGCG-tag

MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITKEFTM QFVSSGGCG

GEESNDKIPV
KLEFESAQFP

SEQ ID NO:222 hIL-1 beta 116-269(D145K) with GGC-tag

MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSEVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITKETM QFVSSGGC

SEQ ID N0O:223 hIL-1 beta 116-269 with GGCG-tag
MDIPVRSLNC TLRDSQQKSL VMSGPYELKA LHLQGQDMEQ QVVFSMSFVQ
ALGLKEKNLY LSCVLKDDKP TLQLESVDPK NYPKKKMEKR FVENKIEINN
NWYISTSQAE NMPVFLGGTK GGQDITDFTM QFVSSGGCG

GEESNDKIPV
KLEFESAQFP

GEESNDKIPV
KLEFESAQFP

60
120
154

60
120
154

60
120
154

60
120
154

60
120
154

60
120
154

60
120
154

60
120
151

60
120
150

12

60
120
167

60
120
159

60
120
158

60
120
159

SEQ ID NO:224 hIL-1 alpha 119-271 (SEQ ID NO:203) with GGCG-tag
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MLSNVKYNFM RIIKYEFILN DALNQSIIRA NDQYLTAAAL HNLDEAVKFD MGAYKSSKDD

AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLFFWET HGTKNYFTSV
AHPNLFIATK QDYWVCLAGG PPSITDFQIL ENQAGGCG

SEQ ID NO:225 hIL-1 alpha 119-271 (D145K) (SEQ ID NO:204)
MLSNVKYNFM RIIKYEFILN DALNQSIIRA NDQYLTAAAL HNLDEAVKED MGAYKSSKDD
AKITVILRIS KTQLYVTAQD EDQPVLLKEM PEIPKTITGS ETNLLFEWET HGTKNYFTSV
AHPNLFIATK QDYWVCLAGG PPSITKFQIL ENQAGGCG

SEQ ID NO:226 IL1BETA-3
atatatgata tccccattag acagctgcac tacagg

SEQ ID NO:227 IL1BETA-2
atatatctcg agggaagaca cagattccat ggtgaag

SEQ ID NO:228 mIL-1 beta 116-269 (D145K)

MDIPIRQLHY RLRDEQQKSL VLSDPYELKA LHLNGONINQ QVIFSMSFVQ GEPSNDKIPV
ALGLKGKNLY LSCVMKDGTP TLQLESVDPK QYPKKKMEKR FVENKIEVKS KVEFESAEFP
NWYISTSQAE HKPVFLGNNS GQDIIKFTME SVSSLEHHHH HHGGC

SEQ ID NO:229 D143K-1
cagtggtcag gacataatta aattcaccat ggaatctgtg tc

SEQ ID NO:230 D143K-2
gacacagatt ccatggtgaa tttaattatg tcctgaccac tg

60
120
158

with GGCG-tag
60
120
158

36

37

60
120
165

42

42



