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MET LEU ARG LEU LEU LEU ALA LEU ASN LEU PHE PRO SER ILE GLN VAL
1 5 10 15

THRGLY ASNLYSILELEU VAL LYSGLN SER PROMET LEU VAL ALATYR
20 25 30

ASPASN ALA VAL ASN LEU SERCYSLYSTYRSER TYRASN LEU PHE SER
35 40 45

ARG GLU PHE ARG ALA SERLEU HISLYSGLY LEU ASPSERALA VAL GLU
50 55 60

VAL CYSVAL VAL TYRGLY ASN TYR SER GLN GLN LEU GLN VAL TYR SER
65 70 75 80

LYSTHRGLY PHEASN CYSASPGLY LYSLEU GLY ASN GLU SERVAL THR
85 90 95

PHETYRLEU GLN ASN LEU TYRVAL ASN GLN THRASPILETYR PHE CYS
100 105 110

2/47



LYSILE GLU VAL MET TYR PROPRO PRO TYR LEU ASPASN GLU LYS SER
115 120 125

ASN GLY THRILEILEHISVAL LYSGLY LYSHISLEU CYSPRO SER PRO
130 135 140

LEU PHEPRO GLY PRO SERLYSPRO PHE TRP VAL LEU VAL VAL VAL GLY
145 150 155 160

GLY VAL LEU ALA CYSTYRSER LEU LEU VAL THRVAL ALA PHEILEILE
165 170 175

PHE TRPVAL ARG SERLYSARG SERARG LEU LEU HISSER ASP TYR MET
180 185 190

ASN MET THR PRO ARG ARG PROGLY PROTHRARGLYSHISTYR GLN PRO
195 200 205

TYR ALA PRO PRO ARG ASP PHE ALA ALA TYR ARG SER
210 215 220
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<210> 2

<211> 202

<212> PRT

<213> HOMO SAPIENS

<400> 2

ASNLYSILE LEU VAL LYSGLN SER PRO MET LEU VAL ALA TYRASP ASN

1 5 10 15

ALA VAL ASN LEU SERCYSLYSTYR SERTYRASN LEU PHE SER ARG GLU
20 25 30

PHE ARG ALA SERLEUHISLYSGLY LEU ASP SER ALA VAL GLU VAL CYS
35 40 45

VAL VAL TYRGLY ASN TYR SER GLN GLN LEU GLN VAL TYRSERLYSTHR
50 55 60

GLY PHEASN CYSASPGLY LYSLEU GLY ASN GLU SERVAL THRPHETYR
65 70 75 80

LEU GLN ASN LEU TYRVAL ASN GLN THRASPILETYRPHECYSLYSILE
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85 90 95

GLU VAL MET TYRPROPROPROTYR LEU ASPASN GLU LYSSER ASN GLY
100 105 110

THRILEILEHISVALLYSGLY LYSHISLEU CYSPRO SER PRO LEU PHE
115 120 125

PROGLY PRO SERLYSPRO PHE TRPVAL LEU VAL VAL VAL GLY GLY VAL
130 135 140

LEU ALACYSTYRSERLEU LEU VAL THR VAL ALA PHEILE ILE PHE TRP
145 150 155 160

VAL ARG SERLYSARG SER ARG LEU LEU HISSERASPTYR MET ASN MET
165 170 175

THR PRO ARG ARG PROGLY PROTHRARGLYSHISTYRGLN PROTYRALA
180 185 190

PRO PRO ARG ASPPHE ALA ALA TYR ARG SER
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195 200

<210> 3

<211> 663

<212> DNA

<213> HOMO SAPIENS

<400> 3

ATGCTCAGGC TGCTCTTGGC TCTCAACTTA TTCCCTTCAA TTCAAGTAAC
AGGAAACAAG 60

ATTTTGGTGA AGCAGTCGCC CATGCTTGTA GCGTACGACA ATGCGGTCAA
CCTTAGCTGC 120

AAGTATTCCT ACAATCTCTT CTCAAGGGAG TTCCGGGCAT CCCTTCACAA
AGGACTGGAT 180

AGTGCTGTGG AAGTCTGTGT TGTATATGGG AATTACTCCC AGCAGCTTCA
GGTTTACTCA 240

AAAACGGGGT TCAACTGTGA TGGGAAATTG GGCAATGAAT CAGTGACATT
CTACCTCCAG 300

AATTTGTATG TTAACCAAAC AGATATTTAC TTCTGCAAAA TTGAAGTTAT
GTATCCTCCT 360

CCTTACCTAG ACAATGAGAA GAGCAATGGA ACCATTATCC ATGTGAAAGG
GAAACACCTT 420
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TGTCCAAGTC CCCTATTTCC CGGACCTTCT AAGCCCTTTT GGGTGCTGGT
GGTGGTTGGT 480

GGAGTCCTGG CTTGCTATAG CTTGCTAGTA ACAGTGGCCT TTATTATTTT
CTGGGTGAGG 540

AGTAAGAGGA GCAGGCTCCT GCACAGTGAC TACATGAACA TGACTCCCCG
CCGCCCCGGG 600

CCCACCCGCA AGCATTACCA GCCCTATGCC CCACCACGCG ACTTCGCAGC
CTATCGCTCC 660

TGA 663

<210> 4

<211> 27

<212> PRT

<213> HOMO SAPIENS

<400> 4

PHE TRPVAL LEU VAL VAL VAL GLY GLY VAL LEU ALA CYSTYR SER LEU

1 5 10 15

LEU VAL THRVAL ALA PHEILEILE PHE TRP VAL
20 25

7/47



<210> 5

<211> 139

<212> PRT

<213> HOMO SAPIENS

<400> 5

MET LEU ARG LEU LEU LEU ALA LEU ASN LEU PHE PRO SER ILE GLN VAL

1 5 10 15

THRGLY ASNLYSILELEU VAL LYSGLN SER PROMET LEU VAL ALATYR
20 25 30

ASPASN ALA VAL ASN LEU SERCYSLYSTYRSER TYR ASN LEU PHE SER
35 40 45

ARG GLU PHE ARG ALA SERLEU HISLYSGLY LEU ASP SER ALA VAL GLU
50 55 60

VAL CYSVAL VAL TYRGLY ASN TYR SER GLN GLN LEU GLN VAL TYR SER
65 70 75 80

LYSTHRGLY PHEASN CYSASPGLY LYSLEU GLY ASN GLU SERVAL THR
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85 90 95

PHETYRLEU GLN ASN LEU TYRVAL ASN GLN THRASPILETYR PHE CYS
100 105 110

LYSILE GLU VAL MET TYR PROPRO PROTYR LEU ASPASN GLU LYS SER
115 120 125

ASN GLY THRILEILEHISVAL LYSGLY GLU GLU
130 135

<210> 6

<211> 121

<212> PRT

<213> HOMO SAPIENS

<400> 6

ASNLYSILE LEU VAL LYSGLN SER PRO MET LEU VAL ALA TYRASP ASN

1 5 10 15

ALA VAL ASN LEU SERCYSLYSTYRSERTYR ASN LEU PHE SER ARG GLU
20 25 30
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PHE ARG ALA SERLEUHISLYSGLY LEU ASP SER ALA VAL GLU VAL CYS
35 40 45

VAL VAL TYRGLY ASN TYR SER GLN GLN LEU GLN VAL TYRSERLYSTHR
50 55 60

GLY PHEASN CYSASPGLY LYSLEU GLY ASN GLU SERVAL THRPHETYR
65 70 75 80

LEU GLN ASN LEU TYRVAL ASN GLNTHRASPILETYRPHECYSLYSILE
85 90 95

GLU VAL MET TYRPROPROPROTYR LEU ASPASN GLU LYSSER ASN GLY
100 105 110

THRILEILEHISVALLYSGLY GLU GLU
115 120

<210> 7
<211> 538
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<212> DNA
<213> HOMO SAPIENS

<400> 7

ATGCTCAGGC TGCTCTTGGC TCTCAACTTA TTCCCTTCAA TTCAAGTAAC
AGGAAACAAG 60

ATTTTGGTGA AGCAGTCGCC CATGCTTGTA GCGTACGACA ATGCGGTCAA
CCTTAGCTGC 120

AAGTATTCCT ACAATCTCTT CTCAAGGGAG TTCCGGGCAT CCCTTCACAA
AGGACTGGAT 180

AGTGCTGTGG AAGTCTGTGT TGTATATGGG AATTACTCCC AGCAGCTTCA
GGTTTACTCA 240

AAAACGGGGT TCAACTGTGA TGGGAAATTG GGCAATGAAT CAGTGACATT
CTACCTCCAG 300

AATTTGTATG TTAACCAAAC AGATATTTACTTCTGCAAAA TTGAAGTTAT
GTATCCTCCT 360

CCTTACCTAG ACAATGAGAA GAGCAATGGA ACCATTATCC ATGTGAAAGG
TGAGGAGTAA 420

GAGGAGCAGG CTCCTGCACA GTGACTACAT GAACATGACT CCCCGCCGCC
CCGGGCCCAC 480

CCGCAAGCAT TACCAGCCCT ATGCCCCACC ACGCGACTTC GCAGCCTATC
GCTCCTGA 538
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<210> 8

<211> 110

<212> PRT

<213> HOMO SAPIENS

<400> 8

MET LEU VAL ALATYRASPASN ALA VAL ASN LEU SERCYSLYSTYR SER

1 5 10 15

TYRASN LEU PHE SER ARG GLU PHE ARG ALA SERLEU HISLYSGLY LEU
20 25 30

ASPSER ALA VAL GLU VAL CYSVAL VAL TYRGLY ASN TYR SER GLN GLN
35 40 45

LEU GLNVAL TYRSERLYSTHRGLY PHEASN CYSASPGLY LYSLEU GLY
50 55 60

ASN GLU SERVAL THRPHETYRLEU GLN ASN LEU TYR VAL ASN GLN THR
65 70 75 80
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ASPILETYRPHECYSLYSILE GLU VAL MET TYR PRO PROPRO TYR LEU
85 90 95

ASPASN GLULYSSERASNGLY THRILEILEHISVAL LYSGLY
100 105 110

<210> 9

<211> 16

<212> PRT

<213> HOMO SAPIENS

<400> 9

GLY LYSHISLEU CYSPRO SER PRO LEU PHE PRO GLY PRO SER LY SPRO
1 5 10 15

<210> 10

<211> 19

<212> PRT

<213> HOMO SAPIENS

<400> 10

HISVALLYSGLY LYSHISLEU CYSPRO SER PRO LEU PHE PRO GLY PRO
1 5 10 15
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SERLYSPRO

<210> 11

<211> 7

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC

<400> 11

GLY TYRTHRLEU THRASNTYR

1 5

<210> 12

<211> 6

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC
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<400> 12

ASNTHRTYRTHRGLY LYS
1 5

<210> 13

<211> 9

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC

<400> 13

GLY ASPALA ASN GLN GLN PHEALA TYR

1 5

<210> 14

<211> 11

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC
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<400> 14

LYSALA SERGLN ASPILEASN SERTYR LEU SER
1 5 10

<210> 15

<211> 7

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC

<400> 15

ARG ALA ASN ARG LEU VAL ASP

1 5

<210> 16

<211> 9

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC
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<400> 16

LEU GLN TYRASP GLU PHE PRO PRO THR
1 5

<210> 17

<211> 10

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC

<400> 17

GLY PHETHRPHE SERSERTYRTYR MET SER

1 5 10

<210> 18

<211> 17

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC
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<400> 18

THRILESERASPGLY GLY ASPASN THRTYRTYRALA GLY THR VAL THR
1 5 10 15

GLY

<210> 19

<211> 9

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC

<400> 19

ILEHISTRPPROTYRTYR PHE ASP SER
1 5

<210> 20

<211> 10

<212> PRT

<213> ARTIFICIAL SEQUENCE
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<220>
<223> SYNTHETIC

<400> 20

ARG ALA SER SER SERVAL SERTYR MET ASN
1 5 10

<210> 21

<211> 7

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC

<400> 21

ALA THR SERASP LEU ALA SER
1 5

<210> 22

<211> 9

<212> PRT

<213> ARTIFICIAL SEQUENCE
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<220>
<223> SYNTHETIC

<400> 22

GLN GLN TRP SER SER HISPRO PRO THR

1 5

<210> 23

<211> 118

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC

<400> 23

ASPVAL LYSLEU VAL GLU SERGLY GLY GLY LEU VAL LYSLEU GLY GLY

1 5 10 15

SERLEULYSLEU SERCYSVAL ALA SERGLY PHE THR PHE SER SERTYR
20 25 30
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TYRMET SER TRPVAL ARG GLN THR PRO GLU LYSARG LEU GLU TRP VAL
35 40 45

ALATHRILESERASPGLY GLY ASPASN THRTYRTYRALA GLY THR VAL
50 55 60

THRGLY ARGPHETHRILE SERARGASPPHEALA LYSASN THRLEU TYR
65 70 75 80

LEU GLN MET ASN SER LEU THR SER GLU ASPTHRALA VAL TYRTYRCYS
85 90 95

ALA ARGILEHISTRPPROTYRTYRPHEASPSERTRPGLY GLN GLY THR
100 105 110

THR LEU THR VAL SER SER
115

<210> 24

<211> 354

<212> DNA

<213> ARTIFICIAL SEQUENCE
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<220>
<223> SYNTHETIC

<400> 24

GACGTGAAGC TCGTGGAGTC TGGGGGAGGC TTAGTGAAGC TTGGAGGGTC
CCTGAAACTC 60

TCCTGTGTAG CCTCTGGATT CACTTTCAGT AGCTATTACA TGTCTTGGGT
TCGCCAGACT 120

CCGGAGAAGA GGCTGGAGTG GGTCGCGACC ATAAGTGATG GTGGTGATAA
CACCTACTAC 180

GCAGGCACTG TGACGGGCCG ATTCACCATC TCCAGAGACT TTGCCAAGAA
CACCCTGTAC 240

CTGCAAATGA ACAGTCTGAC CTCTGAGGAC ACAGCCGTGT ATTACTGTGC
AAGAATTCAT 300

TGGCCTTACT ATTTTGACTC CTGGGGCCAA GGCACCACTC TCACAGTCTC CTCA
354

<210> 25

<211> 106

<212> PRT

<213> ARTIFICIAL SEQUENCE

<220>
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<223> SYNTHETIC

<400> 25

GLN PHE VAL LEU SER GLN SER PROALA ILELEU SER ALA SER PROGLY

1 5 10 15

GLU MET LEU THR MET THR CYSARG ALA SER SER SER VAL SERTYR MET
20 25 30

ASN TRPTYRGLN GLN LYSPRO GLY SER SERPROLYSPROTRPILETYR
35 40 45

ALA THR SERASP LEU ALA SERGLY VAL PROALA ARG PHE SERGLY SER
50 55 60

GLY SERGLY THRSERTYR SER LEU THRILE SER ARG VAL GLU ALA GLU
65 70 75 80

ASPALA ALATHRTYRTYRCYSGLN GLN TRP SER SER HISPRO PRO THR
85 90 95
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PHEGLY GLY GLY THRLYSLEU GLU ILE ARG
100 105

<210> 26

<211> 318

<212> DNA

<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC

<400> 26

CAATTTGTTC TCTCCCAGTC TCCAGCAATC CTGTCTGCAT CTCCCGGGGA
GATGCTCACA 60

ATGACTTGCA GGGCCAGCTC AAGTGTAAGT TATATGAACT GGTATCAGCA
GAAGCCAGGA 120

TCTTCCCCCA AACCCTGGAT TTATGCCACA TCCGACCTGG CTTCTGGAGT
CCCTGCTCGC 180

TTCAGTGGCA GTGGGTCTGG GACCTCTTAT TCTCTCACAA TCAGCAGAGT
GGAGGCTGAA 240

GATGCTGCCA CTTATTACTG CCAGCAGTGG AGTAGTCACC CACCCACGTT
CGGAGGGGGG 300

ACCAAGCTGG AAATAAGA 318
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<210> 27

<211> 15

<212> PRT

<213> HOMO SAPIENS

<400> 27

LYSGLY LYSHISLEU CYSPRO SER PRO LEU PHE PRO GLY PRO SER

1 5 10 15

<210> 28

<211> 134

<212> PRT

<213> HOMO SAPIENS

<400> 28

ASNLYSILE LEU VAL LYSGLN SER PRO MET LEU VAL ALA TYRASP ASN

1 5 10 15

ALA VAL ASN LEU SERCYSLYSTYRSERTYR ASN LEU PHE SER ARG GLU
20 25 30

PHE ARG ALA SERLEUHISLYSGLY LEU ASP SER ALA VAL GLU VAL CYS
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35 40 45

VAL VAL TYRGLY ASN TYR SER GLN GLN LEU GLN VAL TYRSERLYSTHR
50 55 60

GLY PHEASN CYSASPGLY LYSLEU GLY ASN GLU SERVAL THRPHETYR
65 70 75 80

LEU GLN ASN LEU TYRVAL ASN GLN THRASPILETYRPHECYSLYSILE
85 90 95

GLU VAL MET TYRPROPROPROTYR LEU ASPASN GLU LYSSER ASN GLY
100 105 110

THRILEILEHISVAL LYSGLY LYSHISLEU CYSPRO SER PRO LEU PHE
115 120 125

PRO GLY PRO SERLYSPRO
130

<210> 29
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<211> 17
<212> PRT
<213> ARTIFICIAL SEQUENCE

<220>
<223> SYNTHETIC

<400> 29

GLY LYSHISLEU CYSPRO SER PRO LEU PHE PRO GLY PRO SERLYS PRO

1 5 10 15

LYS

<210> 30

<211> 117

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 30

GLU VAL GLN LEU VAL GLU SERGLY GLY GLY LEU VAL GLN ALA GLY GLU
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SERLEU ARG LEU SER CYSALA ALA SERGLY SERILE ALA SERILE ASN
20 25 30

ALA MET GLY TRPTYR ARG GLN ALA PROGLY SER GLN ARG GLU LEU VAL
35 40 45

ALA ALAILESERGLY GLY GLY ASPTHRTYRTYRALA ASPSERVAL LYS
50 55 60

GLY ARGPHETHR ILE SERARGASPASN ALALYSTHRTHRVAL TYRLEU
65 70 75 80

GLN MET ASN SER LEU ARG PROGLU ASPTHRALA VAL TYRTYRCYSVAL
85 90 95

VALASPLEUTYRGLY SERASPTYRTRPASPTRPGLY GLN GLY THR GLN
100 105 110

VAL THR VAL SER SER
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115

<210> 31

<211> 117

<212> PRT

<213> ARTIFICIAL

<220>
<223> STNTHETIC

<400> 31

GLU VAL GLN LEU VAL GLU SERGLY GLY GLY LEU VAL GLN ALA GLY GLY

1 5 10 15

SERLEU ARG LEU SER CYSALA ALA SERGLY SER LEU PHE SER ILE ASN
20 25 30

ALA MET ALATRPTYR ARG GLN ALA PROGLY LYSGLN ARG GLU LEU VAL
35 40 45

ALA ALAILETHRSERSERGLY SERTHRASN TYRALA ASN SERVAL LYS
50 55 60
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GLY ARGPHE THR VAL SERARG ASPASN ALALYSASN THRMET TYRLEU
65 70 75 80

GLN MET ASN SERLEU LYSPRO GLU ASPTHRALA VAL TYRTYRCYSVAL
85 90 95

VAL ASPGLUTYRGLY SERASPTYRTRPILETRPGLY GLN GLY THR GLN
100 105 110

VAL THR VAL SER SER
115

<210> 32

<211> 117

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 32

GLN VAL GLN LEU VAL GLU SERGLY GLY GLY LEU VAL GLN ALA GLY GLY
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SERLEU ARG LEU SER CYSALA ALA SERGLY SERILE PHE SER ILE ASN
20 25 30

ALA MET GLY TRPTYR ARG GLN ALA PROGLY LYSGLN ARG GLU ARG VAL
35 40 45

ALA ALAILETHRSERGLY GLY SERTHRASN TYRALA ASPSERVALLYS
50 55 60

GLY ARGPHETHR ILE SER ARGASPASN ALALYSASN THRVAL TYRLEU
65 70 75 80

GLN MET ASN ASN LEU GLU PRO ARG ASPALA GLY VAL TYRTYRCYSVAL
85 90 95

VALASPLEUTYRGLY GLUASPTYRTRPILETRPGLY GLN GLY THR GLN
100 105 110

VAL THR VAL SER SER
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115

<210> 33

<211> 5

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 33

ILEASN ALA MET GLY

1 5

<210> 34

<211> 16

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 34

ALA ILESERGLY GLY GLY ASPTHRTYRTYRALA ASPSERVAL LYSGLY
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<210> 35

<211> 9

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 35

15

ASPLEUTYRGLY SERASPTYR TRPASP

1 5

<210> 36

<211> 5

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 36

ILEASN ALA MET ALA
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<210> 37

<211> 16

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 37

ALA ILETHRSER SERGLY SERTHRASN TYRALA ASN SERVAL LYSGLY

1 5 10 15

<210> 38

<211> 9

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 38

ASPGLUTYRGLY SERASPTYRTRPILE
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<210> 39

<211> 16

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 39

ALA ILETHRSERGLY GLY SER THRASN TYRALA ASPSERVAL LYSGLY

1 5 10 15

<210> 40

<211> 9

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 40

ASPLEUTYRGLY GLUASPTYRTRPILE
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<210> 41

<211> 5

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<220>

<221> X

<222> (5)..(5)
<223> X ISG OR A

<400> 41

ILEASN ALA MET XAA

1 5

<210> 42

<211> 16

<212> PRT

<213> ARTIFICIAL
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<220>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

SYNTHETIC

X

(3)-(3)
XISSORT

X

(4).-(4)
XISGORS

X

()--(9)
XISGORS

X

(7)..(7)
XISDORS

X

(9)--(9)
X ISY ORN
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<220>

<221> X

<222> (12)..(12)
<223> X ISD ORN

<400> 42

ALA ILE XAA XAA XAA GLY XAA THR XAA TYRALA XAA SERVAL LYSGLY
1 5 10 15

<210> 43

<211> 9

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<220>
<221> X

<2225 (2)..(2)
<223> X ISEORL

<220>
<221> X
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<222> (5)..(5)
<223> X ISEOR S

<220>

<221> X

<222> (9)..(9)
<223> X ISD ORI

<400> 43

ASPXAATYRGLY XAA ASPTYR TRP XAA
1 5

<210> 44

<211> 9

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<220>
<221> X

<2225 (2)..(2)
<223> X ISEORL
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<220>
<221> X

<222> (9)..(9)
<223> X ISD OR|

<400> 44

ASPXAATYRGLY SERASPTYR TRP XAA

1 5

<210> 45

<211> 126

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 45

GLU VAL GLN LEU VAL GLU SERGLY GLY GLY LEU VAL GLN ALA GLY GLU

1 5 10 15

SER LEU ARG LEU SER CYSALA ALA SERGLY SERILEALA SERILEASN
20 25 30
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ALA MET GLY TRPTYR ARG GLN ALA PROGLY SER GLN ARG GLU LEU VAL
35 40 45

ALA ALAILESERGLY GLY GLY ASPTHRTYRTYRALA ASPSERVAL LYS
50 55 60

GLY ARGPHETHRILESERARGASPASN ALALYSTHR THRVAL TYR LEU
65 70 75 80

GLN MET ASN SER LEU ARG PROGLU ASPTHRALA VAL TYRTYRCYSVAL
85 90 95

VAL ASPLEUTYRGLY SERASPTYRTRPASPTRPGLY GLN GLY THR GLN
100 105 110

VAL THR VAL SER SER ALA ALA ALA HISHISHISHISHISHIS
115 120 125

<210> 46
<211> 126
<212> PRT
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<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 46

GLU VAL GLN LEU VAL GLU SERGLY GLY GLY LEU VAL GLN ALA GLY GLY

1 5 10 15

SERLEU ARG LEU SER CYSALA ALA SERGLY SER LEU PHE SER ILE ASN
20 25 30

ALA MET ALATRPTYR ARG GLN ALA PROGLY LYSGLN ARG GLU LEU VAL
35 40 45

ALA ALAILETHRSERSERGLY SERTHRASN TYRALA ASN SERVAL LYS
50 55 60

GLY ARG PHE THR VAL SERARG ASPASN ALALYSASN THRMET TYR LEU
65 70 75 80

GLN MET ASN SERLEU LYSPRO GLU ASPTHRALA VAL TYRTYRCYSVAL
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85 90 95

VAL ASPGLUTYRGLY SERASPTYRTRPILETRPGLY GLN GLY THR GLN
100 105 110

VAL THR VAL SER SER ALA ALA ALA HISHISHISHISHISHIS
115 120 125

<210> 47

<211> 126

<212> PRT

<213> ARTIFICIAL

<220>
<223> SYNTHETIC

<400> 47

GLN VAL GLN LEU VAL GLU SERGLY GLY GLY LEU VAL GLN ALA GLY GLY

1 5 10 15

SER LEU ARG LEU SER CYSALA ALA SERGLY SER ILE PHE SER ILE ASN
20 25 30
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ALA MET GLY TRPTYR ARG GLN ALA PROGLY LYSGLN ARG GLU ARG VAL
35 40 45

ALA ALAILETHRSERGLY GLY SERTHRASN TYRALA ASPSERVALLYS
50 55 60

GLY ARGPHETHRILE SERARGASPASN ALALYSASN THRVAL TYR LEU
65 70 75 80

GLN MET ASN ASN LEU GLU PRO ARG ASPALA GLY VALTYRTYRCYSVAL
85 90 95

VAL ASPLEUTYRGLY GLUASPTYRTRPILETRPGLY GLN GLY THR GLN
100 105 110

VAL THR VAL SER SER ALA ALA ALA HISHISHISHISHISHIS
115 120 125

<210> 48
<211> 145
<212> PRT
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<213> HOMO SAPIENS

<400> 48

MET LEU ARG LEU LEU LEU ALA LEU ASN LEU PHE PRO SER ILE GLN VAL

1 5 10 15

THRGLY ASN LYSILELEU VAL LYSGLN SER PROMET LEU VAL ALATYR
20 25 30

ASPASN ALA VAL ASN LEU SERCYSLYSTYRSER TYR ASN LEU PHE SER
35 40 45

ARG GLU PHE ARG ALA SERLEU HISLYSGLY LEU ASPSERALA VAL GLU
50 55 60

VAL CYSVAL VAL TYRGLY ASN TYR SER GLN GLN LEU GLN VAL TYR SER
65 70 75 80

LYSTHRGLY PHEASN CYSASPGLY LYSLEU GLY ASN GLU SER VAL THR
85 90 95
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PHETYRLEU GLN ASN LEU TYRVAL ASN GLN THRASPILETYR PHE CYS
100 105 110

LYSILE GLU VAL MET TYR PROPRO PRO TYR LEU ASPASN GLU LYS SER
115 120 125

ASN GLY THRILEILEHISVAL LYSGLY LYSHISLEU CYSPRO SER PRO
130 135 140

LEU
145

<210> 49

<211> 127

<212> PRT

<213> HOMO SAPIENS

<400> 49

ASNLYSILE LEU VAL LYSGLN SER PRO MET LEU VAL ALA TYRASP ASN

1 5 10 15

ALA VAL ASN LEU SERCYSLYSTYRSERTYR ASN LEU PHE SER ARG GLU
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20 25 30

PHE ARG ALA SERLEUHISLYSGLY LEU ASP SER ALA VAL GLU VAL CYS
35 40 45

VAL VAL TYRGLY ASN TYR SER GLN GLN LEU GLN VAL TYRSERLYSTHR
50 55 60

GLY PHEASN CYSASPGLY LYSLEU GLY ASN GLU SERVAL THRPHETYR
65 70 75 80

LEU GLN ASN LEU TYRVAL ASN GLN THRASPILETYRPHECYSLYSILE
85 90 95

GLU VAL MET TYRPROPROPROTYR LEU ASPASN GLU LYSSERASN GLY
100 105 110

THRILEILEHISVAL LYSGLY LYSHISLEU CYSPRO SER PRO LEU
115 120 125
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