Distribution of the 135 newly identified GOEs throughout the genomes

of the Xylella fastidiosa strains used in this study

Update: 17 October 2007

GOE # Presumed Function 187b 56a 912c | Cv21 Fb7 36f
01 Plasmid encoded RepA protein X X X X
02 TrbL/VirB6 plasmid conjugal transfer protein X X X X X X
03 TrbL/VirB6 plasmid conjugal transfer protein X X
04 TRAG protein X X
05 CagE, TrbE, VirB component of type IV X X X X

transporter system
06 CagE, TrbE, VirB component of type IV X X X
transporter system
07 Probable conjugal transfer protein TralL X X X X X
08 Phage-related integrase X X X
09 Conjugal transfer protein TrbG/VirB9/CagX X X X
10 CagE, TrbE, VirB component of type IV X X
transporter system
1" Putative IS element transposase X X
12 Conserved hypothetical protein X X
13 Probable conjugal transfer protein TralL X X X X
14 Conjugation Trbl-like protein X X
15 Conserved hypothetical protein X X
16 Resolvase, N-terminal:Resolvase helix-turn- X X
helix region
17 Transcriptional regulator AbrB X X X
18 TRAG protein X X
19 Putative transposase TnA X X
20 Helix-turn-helix motif X X X X
21 No hit X X
22 Adenylate kinase subfamily X X X
23 Conserved hypothetical protein X X
24 Plasmid-related exported protein X X
25 Plasmid encoded RepA protein X X
26 Lpx-Transferase hexapeptide repeat X X X
27 Conserved hypothetical protein X X
28 No hit X X X
29 Helix-turn-helix motif:Peptidase S24, S26A X X
and S26B
30 VirB8 X X X
31 type 1V secretory pathway, VirB3 family X X X
protein
32 Type |l secretion system protein E X X X X X X
33 Phage-related integrase X X
34 Phase-related integrase X X X X X
35 CagE, TrbE, VirB component of type IV X X X X X
fransporter system
36 Plasmid encoded RepA protein X X
37 CopG-like DNA-binding protein X X
38 Type |l secretion system protein E X X X
39 No hit X X
40 CagE, TrbE, VirB component of type IV X X X X X X

transporter system
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SpoVT/AbrB-like

XXX

XXX
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Methyltransferase, type lll restriction-
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X

BRO, N-terminal

Conserved hypothetical protein

conjugation Trbl-like protein

No hit

Conserved hypothetical protein

XXX

XXX

Zonula occludens toxin

XXX
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x| X

Plasmid-related exported protein

Conjugation Trbl-like protein

X

Resolvase N-terminal domain

Conserved hypothetical protein

No hit

X[ XXX

Conserved hypothetical protein

Helix-turn-helix motif:Peptidase S24, S26A
and S26B

x

X|X|X| X

Conjugal transfer protein TroG/VirB9/CagX

x

TRAG protein

RepB/MobA-like protein

Conserved hypothetical protein

Fimbrial protein pilin

Putative transposase

Conserved hypothetical protein

No hit

No hit

No hit

Filamentous phage Cf1c related protein

Replication initiator-like protein

No hit

Conserved hypothetical protein

Conserved hypothetical protein

Conserved hypothetical protein

Conserved hypothetical protein

No hit

No hit

No hit

Phage integrase
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93 Lpx-Acyl-[ACP]-UDP-N-acetylglucosamine
94 VirB8
95 ParB-like partition protein X
96 Conserved hypothetical protein X
97 Conjugal Transfer protein TrbA X
98 Type |l secretion system protein E X
99 Relaxase/mobilization nuclease domain X
100 Helix-turn-helix motif:Peptidase S24, S26A X
and S26B
101 Plasmid encoded RepA protein X
102 Conserved hypothetical protein X
103 Similar to Uncharacterized phage-associated X
protein
104 No hit X
105 Conserved hypothetical protein X
106 Plasmid-related exported protein X
107 Putative plasmid conjugal transfer protein - X
Trad
108 Relaxase/mobilization nuclease domain X
109 No hit X
110 Conserved hypothetical protein X
111 Conserved hypothetical protein X
112 Conserved hypothetical protein X
113 Phage/plasmid primase P4, C-terminal X
114 No hit X
115 No hit X
116 Helix-turn-helix motif:Peptidase S24, S26A
and S26B
117 No hit
118 Methyltransferase, type Il restriction-
modification system
119 No hit
120 Peptidase S24, S26A and S26B X
121 No hit X
122 Conserved hypothetical protein X
123 No hit X
124 Helix-turn-helix motif:Peptidase S24, S26A X
and S26B
125 TRAG protein X
126 Type | restriction system specificity protein X
127 Conserved hypothetical protein X
128 Conserved hypothetical protein X
129 Phage integrase X
130 Conserved hypothetical protein X
131 Conserved hypothetical protein X
132 Conserved hypothetical protein X
133 Conjugation Trbl-like protein X
134 No hit X
135 Conserved hypothetical protein X
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GOE #16
SSH28 Cv21
SSH19 56a

DLKVSNMSRSAIERPPGQVLKIGLIRVAQLTSVR-AAARAGTTDROQRNRCITATNSYRQK 179
.. * . .

B * * . K . K ek . *

HERLM- 151
RYKSKQ 185

return to main table
—————————————————————————————————————————— MHFIKNYDARQITKMISE 18
LKIYPTEKVSELAKTLAESPALPLKFISHSETIAKTSKHIRDMHFIKNYDARQITKMISE 60

R R S

NGIKITLKEIKSILONKEKKSQ 40
NGIKITLKEIKRILQONKEKKSQ 82

R R S

return to main table

MLKESGRNVFIHSVLTGGQALMDTLAGFKSLAEQADTNNIVIWLNEYFGAIEANGKTFTE 60

—————————————————————————————————————————————————— MAKQRIKTVQ 10
—————————————————————————————————————————————————— MAKQRIKTVQ 10
MKVYTENAHKVRGIVRITERNQDTFGKDMEVMASKKLTFSEVLSGTDFTLMAKQRIKTVQ 120
—————————————————————————————————————————————————— MAKQRIKTVQ 10

KKK KKKk KKK

RELNEQLDAIGF 22
RELNEQLDAIGF 22
RELNEQLDAIGF 132
RELNEQLDAIGF 22

R R

return to main table
LKPELASNNASLESDLIEKKKAEIKKKQEEEQAQIKAIEEAQAQARIQAETLAAANAAKR 60
LKPELASNNASLESDLIEKKKAEIKKKQEEEQAQIKAIEEAQAQARIQAETLAAANAAKR 60

R R R i R R R R R R R R R S

AQGDSAQVQQQOGNQPPRPPTPMERKMAGSVLLENTGAKPKTDAPLSENTSSSEKEQQQRE 120
AQGDSAQVQQQOGNQPPRPPTPMERKMAGSVLLENTGAKPKTDAPLSENTSSSEKEQQQRE 120

R R R R R R R R R I

VOARMAAMGMNQGGVQQLTPVGQSEGTDGLAGRLKPTVLQARLAAKLPNLDYLLKRGTTI 180
VOARMAAMCMNQGGVQQITPVDQSEVTDELAGRLKHTVLQARFGCKAA-—-—-————————— 168

KAKAKKAKAKAAKX KAAKAAAAAK e kA k *hk*xk **k K hkkkk*k **kkk*k*%. *

PCALKTGIDTTLPFVILAWSRPRYPAYTQWCKESGVYALSKVRFLGELERCVPKEFGKKVT 240

return to main table
MPVFIAQLLTGLFSLLKTKLGYFIMAAFVWLGINWGSYHFVITPIVKQIYIYMDNVGVAE 60
——————————————————— LAAFAYHDCVRESDGQDYINRIERPPRQVIYIYMDNVGVAE 41

* * * * s KKK AKKAKAKA KKK K

GSLGEMAMSGLAILNFDRAVSMIISAYVARFAVLNGRLYLFKRGFGATPGAAP 113
GSLGEMAMSGLAILNFDRAVSMIISAYVARFAVLNGRLYLFKRGFGATPGAAP 94

R R R R R I e R S

return to main table
MSTLTVTARGQVTFRKEVLQHLGIKPGERIELDLLPDGRFERPPGQVLTVWRLDRLGRSM 60




SSH28 Cv21
SSH19 56a

SSH28 Cv21
SSH19 56a

SSH28 Cv21
SSH19 56a

GOE #17
SSH18 56a
SSH14_ Fb7
SSH34_Fb7
SSH28 187b

SSH18 56a
SSH14_Fb7
SSH34_ Fb7
SSH28 187b

GOE #18
SSH20 912c
SSHO9_36f
SSH35 Cv21

SSH20_912c
SSHO9 36f
SSH35 Cv21l

SSH20_912c
SSHO9 36f
SSH35 Cv21l

SSH20 912c
SSHO9 36f
SSH35_Cv21l

GOE #19
SSH19 56a
SSH20 187b

SSH19 56a
SSH20 187b

SSH19 56a
SSH20 187b

GOE #20
SSH46_187b
SSH43 Cv21l
SSH39 56a
SSH60 912c
SSH41 Fb7

SSH46_187b

TELVAIVNDLASRGVTFESLTEHIDTSSASGKFAFHLFSALAEFERNTIKERTRAGLAAA 120
TELVAIVNDLVSRGVTFESLTEHIDTSSASGKFAFHLFSALAEFERNTIKERTRAGLAAA 61

KA KA A A AAAAK, A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR A A A AR AR A A KAk kK

RARGRMGGRPAKVTPKAKREMKALYTSQEVSVKDICTRYNITRSTFYRVVLERDYTANGK 180
RARGRMGGRPAKVTPKAKREMKALYTSQEVSVKDICTRYNITRSTFYRVVLERDYTANGK 121

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR AR A ARk kKK

A 181
A 122

*

return to main table
MSTLTVTARGQVTFRKEVLQHLGIKPGERIELDLLPDGRAELKAAQPKAHSRNAGVPLAA 60
MSTLTVTARGQVTFRKEALQHLGIKPGERIELDLLPDGRAERGRGRGLAWIIQPLTTPRV 60
MSTLTVTARGQVTFRKEVLQHLGIKPGERIELDLLPDGRAACSRPLGRGD-=-=====—=—— 50
MSTLTVTARGQVTFRKEVLQHLGIKPGERIELDLLPDGRAELKAAQPKGSFQELRGFLKG 60

R R I R

EIRAAARAGTPSTLSMSRPVTKRSPIK- 87
KTMLPAHQVAARFRAAARAGTT-————— 82

return to main table

———————— VVARAG-----—--——-———-———-————-LYDETGAQTMLTNMALQVAYAPRDD 31
MTEEGIFVVVAWSRPRYNMRLLLIFQSKSQIKDRKLYDETGAQTMLTNMALQVAYAPRDD 60

----MRLLLIFQSK---————===———— SQIKDRKLYDETGAQTMLTNMALQVAYAPRDD 42

R R R R R R

DDAKDYSEMIGYMTEKGLSKSRQLGLKSGRSESESDQRRAVLLPQEVKAIGQFKEIISME 91
DDAKDYSEMIGYMTEKGLSKSRQLGLKSGRSESESDQRRAVLLPQEVKAIGQFKEIISME 120
DDAKDYSEMIGYMTEKGLSKSRQLGLKSGRSESESDQRRAVLLPQEVKAIGQFKEIISME 102

B R R R R R R R R R R R I

NMAPALVDKIFWYQEPIFQARANLPHPDVPDQSDLVNTIEPDLGRDHANPA--———-— AKR 145
NMAPALVDKIFWYQEPIFQARANLPHPDVPDQSDLVNTIEPAPPSPTLDFA-————— ERP 174
NMAPALVDKIFWYQEPIFQARANLPHPDVPDQSDLVNTIEPAPPSPTLDFAGAIEEQALP 162

ER R R R R R R R R R R R R R R R

PGACRAFE----- RPPGQVSRTDRDRST-——=---— 168
PGQVRARNPQKGCRGRGTVCTTFRSAFHHGSKVWRP 210
TGATFEVG-FSPKRNALEVVMSFVLGARLNYWWLHT 197

. * * *

return to main table
--MHVHLVFV----AKYR-——————— RKVFDLDAIEKLRSYFASVCVDFDVELVEMDGEC 46
VIAGVSPCTCPGGRSKSRGQGGREHGRKVEFDLDAIEKLRSYFASVCVIFDVELVEMDGEC 60

* kK R R i L S

DHVHLLINYPPKLAISNLVNSLKGVSSRLLRRDRPDIALHYYYKGVLWTPSYFASSCGGA 106
DHVHLLINYPPKLAISNLVNSLKGVSSRLLRRDRPDIALHYYYKGVLWTPSYFASSCGGA 120

R R R R R R S

PISIIRQYIQQQQTPS 122
PISIIRQYIQQQQTPS 136

R R

return to main table
MSEKMTVSCGNVFEDLGFPPDEAAAMLARETLLIALEKELRKRGKKQQELADELGVPRTR 60
MSEKMTVSCGNVFEDLGFPPDEAAAMLARETLLIALEKELRKRGKKQQELADELGVPRTR 60
MSEKMTVSCGNVFEDLGFPPDEAAAMLARETLLIALEKELRKRGKKQQELADELGVPRTR 60
MSEKMTVSCGNVFEDLGFPPDEAAAMLARETLLIALEKELRKRGKKQQELADELGVPRTR 60
MSEKMTVSCGNVFEDLGFPPDEAAAMLARETLLIALSFNHR--—————— LLFSLSVVAAE 52

R R R I . K * *  x

ISEVMHLKTDRFSVDKLVSLLHRAGNSSGRPGRYKLAHPSVKTPAKSDSLKPELASNNAS 120



SSH43 Cv21 ISEVMHLKTDRFSVDKLVSLLHRAGNSGGR-GR-—————====———————————— GTSGS 97
SSH39 56a ISEVMHLKTDRFSVDKLVSLLHRAGKRVE TRVR————— === =————————— oo 93
SSH60 912c TSEVMHPQTDRFSVDKLVSLLHRAVERPPGQVLLY —===========———————— FLATA 100
SSH41 Fb7 VH GV G m e 57

SSH46_187b LESDLIEKKKAEIKKKQEEEQAQIKAIEEAQAQARIQAETLAAANAAKRAQGDSAQVQQQ 180
SSH43 Cv2l FRm—mm—m e 99
SSH39 56a @ mmmm oo
SSH60_912c e 101
SSHAL FDT —mmmmmmmmmmmmmm

SSH46_187b GNQPPRPPTPMERKMAGSVLLENTGAKPKTDAPLSENTSSSEKEQQQREVQARMAAMGMN 240
SSHA3 CV21 mmmmmm e o
SSH39 568  mmmmmmmmmmmm e o
SSHB0 912C  mmmmmmmmm e e m o
SSHAL FDT mmmmmmmm e oo

SSH46_187b QOGGVQQLTPVGQSEGTDGLAGRLKPTVLQARLAAKLPNLDYLLKRGTTSVVAAEVHQLOR 300
SSHA3 CV21 mmmmmmm e e
SSH39 562 mmmmmmmm e
SSHE0 912C  mmmmmm e oo o
SSHAL FD7T mmmmmmmm oo o

SSH46_187b SWT 303
SSH43 Cv21 -—
SSH39 56a -
SSH60 912c -
SSH41 Fb7 -

GOE #21 return to main table
SSH55_912C MNSEIQVSLRVDWKANSQVATKENAFSRFVTELVEVFSLGIGHSGSARCTCPGGRSNAAR 60
SSH267187b MNSEIQVSLRVDWKANSQVATKENAFSRFVTELVEVEFSLGIGHSGSARCTCPGGRSNSVV 60

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A Ak Ak Ak kA kA A Ak Kk .

SSH55_912c A-—m—m—— 61
SSH26_187b AAEVQEKR 68
*
GOE #22 return to main table
SSH28736f VLVERIAGRAQAESREDDTPDAVRKRLQVYNDCTAPVIGFYQQRGILAWARPRYLYKIDG 60
SSH52_ 912C s
SSHO6 187D s
SSH28736f LADWAKKPEILAAFPYVGQITEDAGKKEQQHGVKLTSVGWEAKGLDN 107
SSH52_912C LADWAKKPEILAAFPYVGQITEDAGKKEQQHGVKLTSVGWEAKGLDN 47
SSHO6_187b LADWAKKPEILAAFPYVGQITEDAGKKEQQHGVKLTSVGWEAKGPDN 47

R R R i S 3

GOE #23 return to main table
SSH51_912C VPRRITQTYTEVDGKFYAKDSNRVMFEDKGEKLATSTTNKDAVADMVAYAKAKQWDSLKL 60
SSH427187b VPRRITQTYTEVDGKFYAKDSNRVMFEDKGEKLATSTTNKDAVADMVAYAKAKQWDSLKL 60

AR R RS RS E S S SRR SR SRR S SRR R R R R R R R R R R R R R RS R RS

SSH51_912c SGSQEFRREAWLQAESQGIKTQGYTPKQTDLAALETLRQERSTNSITPLOQERKTERQAST 120
SSH42 187b SGSQEFRREAWLQAESQGIKTQGYTPKQTDLAALETLRQERSTNSITPLOQERKTERPPST 120

ER R R R SRS E R R R R R R SRR E RS EE R R R R R RS R RS R RS RS * *

SSH51 912c SART T T === = = = = = 126

SSH42_187b AAAPRHDMNKNQAAMHVEASKFTATNMOATQNQPNMADKSVEDLTKLAYWRGIVAEENKL 180
. kK

SSH51 912C mmmm e

SSH42:187b QPKAVQDEATIARFDKQAADPQFLKRLNQETEPKIHDRTTERVQQORDTHEQSL 232



GOE #24
SSH18 Fb7
SSH29 912c

SSH18 Fb7
SSH29 912c

SSH18 Fb7
SSH29 912c

SSH18 Fb7
SSH29 912c

GOE #25
SSH41 Cv21l
SSH18 912c

SSH41 Cv21l
SSH18 912c

GOE #26

SSH64_912c
SSH30_Cv21
SSH37_187b

SSH64_912c
SSH30 Cv21
SSH37 187b

SSH64 912c
SSH30 Cv21
SSH37_187b

SSH64 912c
SSH30_Cv21
SSH37_187b

SSH64 912c
SSH30_Cv21
SSH37_187b

GOE #27
SSHA47 Cv21
SSH12 912c

SSH47 Cv21
SSH12 912¢

GOE #28

SSHO6 Cv21
SSHO1 912c
SSH49_187b

SSHO6 Cv21

return to main table

MSFTGILKKTRVPISAFVFIFAGTAYAQTFQVYDAANISTSIQNHVESIAKWKQQFEQLK 60

———————————————————————————————————— VTVLSDVKKTSAYATERSKYPTSG 24
QQTIDQHOKQYEATTGSRGMGALLDNSALKASLPSDWKQVLSDVKKTSAYATERSKYPTSG 120

R R R R

NLOKTNAMYDVIASQDVIMSDLYSKANRRLNLIQSLTAQIDSANDPAAKADL-ANRLINE 83
NLOKTNAMYDVIASQDVIMSDLYSKANRRLNLIQSLTAQIDSANDPAAKDLPGATTLINE 180

R R R R R * * Kk kK

ONATIQANONLVTILQAKQKQGLEIASQAAVEELSCKEFKRSGC 126
ONATIQANONLVTILQAKQKQELEIASQAAVEELSCKEFKRSGC 223

KA KA A A A A AR A A AR AR AN A, A A A A AR AR AR AR AR AR ARk kKK

return to main table
———————————————————————————————————————————————————— VLYWSNLR 8
VTLLETSAATTLSPGRVRSTCVHIWPGQVSALAMDVYIWAAQRLYRIEGRPVVLYWSNLR 60

* ok Kk kK kKK

NQFGQEYTGKEADKNFKKKFLPALRAMLAVYPEARIKQVTGGIMLIASPPPIPFKPS 65
NQFGQEYTGKEADKNFKKKFLPALRAMLAVYPEARIKQVTGGIMLIASPPPIPFKPS 117

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR Ak kK, Kk

return to main table
--MKIVSLAPEVPRPRPRYFNYRFSEIAPAKNWINPDGIVGGIVATSADIHPSAWILRNT 58
LYLGRDHAIRAAARAGTGIFNYRFSEIAPAKNWINPDGIVGGIVATSADIHPSAWILRNT 60
—-——-LAAETRAAARAGTGIFNYRFSEIAPAKNWINPDGIVGGIVATSADIHPSAWILRNT 56

* R R R R R R R I I S

VIYPDVIIGKRVYIGHKTTIKQCAIINEDTHITDSCRIGVCASIGGRSNIGSHSDINDAV 118
VIYPDVIIGKRVYIGHKTTIKQCAIINEDTHITDSCRIGVCASIGGRSNIGSHSDINDAV 120
VIYPDVIIGKRVYIGHKTTIKQCAIINEDTHITDSCRIGVCASIGGRSNIGSHSDINDAV 116

AR R R S R SRS RS R RS S SRR SR SRR R R SRR R R R R R R R R R R R R RS S S

SIGESVSIGDFVKIFNNAVLGKNARIRDTVLIGEHVTIGAEAIVDHKAKIEHGASIGERA 178
SIGESVSIGDFVKIFNNAVLGKNARIRDTVLIGEHVTIGAEAIVNHKAKIEHGASIGERA 180
SIGESVSIGDFVKIFNNAVLGKNARIRDTVLIGEHVTIGAEAIVNHKAKIEHGASIGERA 176

AR R R S RS S S S SRR SR SRR R SRR R ISR R R R R R R RS RS E e

VIECYVPRPRPRYSV===VAAEV === === === m— e m e mm e 198
VIECYVPRPRPRYSV---VAAEVRLQRAS---———--——- FDVI---—————————— NHVR 214
VIECYVPRPRPRYHAPGRMAAGFRAAARAGTFVASWGWLFSLIGVPMILFVKIICTNDDK 236

R R R . kK

STYSLAKPAKWKAYHQTSWPMSWQ--KLSPSSSNFLGKFRPLQPFG--SVEF- 261
ATIRILMLEVKWSLLKALNGNAKYHGGTMAIAPTTYGRKLKNVKRYFKKTVCG 288

return to main table
————————————————————— MNKLDENAATLAHDARYAQHTRSELAKAAYFRGFHEKAS 39
LICACSRPRPGGRYHAIRAAARAGLDENAATLVHDARYAQHTRSELAKAAYFRGFHEKAS 60

B R R i

EFKGIAPDFSKYDATVASRQTLRQLPDVTELAGRAMPKLQRSNDGNSL 87
EFKGIAPDFSKYDATVASRQTLRQLPDVTELAGRAMPKLQORSNDGNSL 108

R R I e R I S S S

return to main table
———————— VVAAEV-YEVALEVLGQSRQPFMQAIYEEKQKSVPSQVFIRYCENRLAALDE 51
MLDLGINSVDAAEV-YEVALEVLGQSRQPFMQAIYEEKQKSVPSQVFIRYCENRLAALDE 59
———MLDLGINSGSISYEVALEVLGQSRQPFMQAIYEEKQKSVLSQVFIRYCENRLAALDE 57

KA A A A A A A A A A A A A A A A A A A A A A A A A, A AKX KK

IQETLQPTDLATIERILTKGDLVFKVQ 78



SSHO1 912c
SSH49 187b

GOE #29
SSH54_912c
SSH33 36f

SSH54_912c
SSH33 36f

GOE #30
SSH19 187b
SSH24 56a
SSH14 Cv21l

SSH19_187b
SSH24 56a
SSH14 Cv21

SSH19 187b
SSH24 56a
SSH14 Cv21

SSH19 187b
SSH24 56a
SSH14_Cv21

GOE #31

SSH18 Cv21
SSH35 912c
SSHO5 56a

SSH18 Cv21
SSH35 912¢
SSHO5 56a

SSH18 Cv21
SSH35 912c
SSHO5 56a

SSH18 Cv21l
SSH35 912c
SSHO5_56a

SSH18 Cv21l
SSH35 912c
SSHO5_56a

GOE #32
SSH10 Fb7
SSH35 56a
SSH37 36f
SSH29 187b
SSH47 912c
SSHO8 Cv21

IQETLQPTDLATIERILTKGDLVFKVQ 86
IQETLQPTDLATIERILTKGDLVFKVQ 84

R R R R R R R R

return to main table
MATAGTTLAGICRRYRONLTTAPELLVPRPRPRYSVVAAEVLRIVSDNQDKDSEGRRIYQ 60
——————————————————————————————————— VVAAEVLRIVSDNQDKDSEGRRIYQ 25

R R R R R R R

DEVVPPKEMGTVCVLGRVIMKIGDGGL 87
DEVVPPKEMDTVCVLGRVIMKIGDGGL 52

R R R R R

return to main table
————————— MIEWGRASTSFPITALQCTCQGGRSKSRGQAAGSMVRAAAR---------- 41

MSTKEQAPVLNKLARLPQTFVEAAVDFEKSKIEEIKRSRKIAWIIASVATVICSVSILAF 60

. *

—————————————————— AGTGATTVLRSVRDTKDHYDEVVSVVAAESQYVRTCEGYDWF 83
—————————————————— AGT-——===—===———=——————————————— - CEGYDWF 17
LVALLTRSEPEPTILQVDKSTGATTVLRSVRDTKDHYDEVVVKY WLAQYVRTCEGYDWF 119

* Kk Kk kK kK

TINDQFNACKLMSDGDVAKEYDSKVDAPGSPLKVLADKGKIVVGIVSIAFLGDTAQVRFET 143
TINDQFNACKLMSDGDVAKEYDSKVDAPGSPLKVLADKGKIVVGIVSIAFLGDTAQVPRP 77
TINDQFNACKLMSDGDVAKEYDSKVDAPGSPLKVLADKGKIVVGIVSIAFLGDTAQVRFET 179

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A kA A A A A A A Ak kK ok

TEKLSASGENLDNSPVRKWIATIAFQFKPGLMTEQORLINPLGFKVATYRVDPEVIQ 200
R R = = = = — 80
TEKLSASGENLDNSPVRKWIATIAFQFKPGLMTEQORLINPLGFKVATYRVDPEVIQ 236

return to main table

VGVGAIAQAIQQVKYLOQQLTOMKNQLDSMNGDRGMAGLLSGONRNYLPTDWNSAMNMLN 60

SGGGGSFGSLASAAQQIKQAQSVLSSSDLSRLSPOMOQYLDQOVRNVSASQQOALGQQAYAT 120

—————————— MTDEQS--------—=---—----PEEYISYNGLGRSP-----—----—----M 21
—————————— MTDEQS----=======--=--PEEYTSYNGLGRSP-—---—---—-—--M 21
ASQRVNLLQTLTNQISSAIDPKAVWDLQARIQSEQLQLQNDQSRLPSVTQLTQAQSVATS 180

ek e e K . * **

IWGIPYMAGLAI---MCLSLLGGLLLGTFVASWGWLFSLIGVPMILFVKIICTNDDKAIR 78
IWGIPYMAGLAI---MCLSLLGGLLLGTFVASWGWLFSLIGVPMILFVKIICTNDDKAIR 78
KWPTNYVRKPAVPRPLAAGFRAAARAGTEFVASWGWLFSLIGVPMILEFVKIICTNDDKAIR 240

* * . * . . KA KA A A A A A A A A A A A A A A A A A A A A A A A A KKKk

ILMLEVKWSLLKALNGNAKYHGGTMAIAPTTYGRKLKNVR--AAARAGKKTVCG---- 130
ILMLEVKWSLLKALNGNAKYHGGTMAIAPTTYGRKLKNVKRYFTCPGGRSNSSGRPGR 136
ILMLEVKWSLLKALNGNAKYHGGTMAIAPTTYGRKLKNVK----— RYFKKTVCG---- 289

R R R R I Y . *

return to main table
MRMKPDHIFITELRGDETWDYLMALKSGHSGSVTSIHANDCRGALYKIGSYIKQSEVGQT 60
MRMKPDHIFITELRGDETWDYLMALKSGHSGSVTSIHANDCRGALYKIGSYIKQSEVGQT 60
MRMKPDHIFITELRGDETWDYLMALKSGHSGSVTSIHANDCRGALYKIGSYIKQSEVGQT 60
MRMKPDHIFITELRGDETWDYLMALKSGHSGSVTSIHANDCRGALYKIGSYIKQSEVGQT 60
MRMKPDHIFITELRGDETWDYLMALKSGHSGSVTSIHANDCRGALYKIGSYIKQSEVGQT 60
—————————————————————— MALKSGHSGSVTSIHANDCRGALYKIGSYIKQSEVGQT 38

R R R I




SSH10_ Fb7 LDENYIMQEVITTIDVVVFFEKTHLKELYLGRDHVIRAAARAGTSG-—-——-—————————— 106

SSH35_56a LDFNYIMQEVITTIDVVVFFEKTHLKELYLR-——————— PR~ 93
SSH37736f LDENYIMQEVITTIDVVVFFEKTHLKELYLGRDHAIRAAARAGTVAGKEPRNSIAASGYR 120
SSH297187b LDFNYIMQEVITTIDVVVFFEKTHLKELYLGRDHAIPAAVAAGS———=—==———=———=—=——— 104
SSH477912c LDEFNYIMQEVITTIDVVVFFEKTHLKELYLGRDHAKRHSSTFEE-—-—=—=—=—=—=—=—————— 104
SSHO8_CV21 LDFNYIMQEVITTIDVVVFFERPPGONCTLTP-——————————=————————————————— 70
*********************: . ] *
SSHIO Fb7 = e e
SSH35 56a mmm e
SSH37_36f IRQSRGFFVPVRFHGGRVTDKKPRKGEEVRLSGCRFLASRLLRVRRLETSPRGHLDQPGD 180
SSH29 187D e e
SSHAT_912C e e e
SSHO8 Cv21 s
SSHIO Fb7 e e
SSH35 56a mmm e
SSH37_36f IFMSQSIIPFDFHSHAVRVVMRDGNPWEFVATDVMGALDYAATSNPARVTEHIPSEWKGVN 240
SSH29 187h e e
SSHAT_912C e e
SSHO8 Cv21 s
SSH10 Fb7 = —mmmmmmmmmmm e WPVANLRV-- 114
SSH35 56a mmmmmmmm
SSH37_36f PIHTLGGEQKLLCLAEPGLYLPGLRAAARAGTFC 274
SSH29 187b mmmmmmmmmmmmmmmmmmmeeeo RAAARAGTE- 113
SSH47 912c ~  mmmmmmmmmmmmmmmmmmmmeeeo PPQFLE--- 110
SSHO8 Cv21  memmmmmmmm e
GOE #33 return to main table
SSH667912C MTLTEANATEHGILSNRRKRSRDNITRWTPRLROQAWAELLAHRAAVLKRNCLPQRLHPQD 60
SSHO3_36f MTLTEANATEHGILSNRRKRSRDNITRWTPRLROAWAELLAHRAAVLKRNCLPQRLHPQD 60
Ak Ak hkkhhhkhhkhhkhhkhhhkhhhhkhhhkhhhkhhkhhkhkhkhkhkhk bk hkhkhkhkhkhkhkhkhkkhkhkhkhkrhkhkkhkhdhxk*
SSH667912c RYLVLAESGHLLTKSGLDTAWQRLMALAIQEKVILDKQRFTLHGIKHRGITDSTCPGGRS 120
SSHO3_36f RYLVLAESGHLLTKSGLDTAWQRLMALAIQEKVILDKQRFTLHGIKHRGITDSTA-———— 115
******************************************************‘
SSH667912c KGRYSRYGAWTALAEA 136
SSHO3 36f mmmmmmmmmmmmm e
GOE #34 return to main table
SSH727912c MTLTEANATEHGILSNRRKRSRDNITRWTPRLROQAWAELLAHRAAVLKRNCLPQRLHPQD 60
SSH03_36f MTLTEANATEHGILSNRRKRSRDNITRWTPRLROAWAELLAHRAAVLKRNCLPQRLHPQD 60
Ak Ak Ak hhkhhkhhhhhhhkhhhhhkhhkhhhhhkhhkhkhkhkhkhkhkhkhhkhkhkhkhkhkhkhkhkhkhkrhhkkhhkhxhxk*
SSH727912c RYLVLAESGHLLTKSGLDTAWQRLMALAIQEKVILDKQRFTLHGIKHRGITDSTCPGGRS 120
SSH03_36f RYLVLAESGHLLTKSGLDTAWQRLMALAIQEKVILDKQRFTLHGIKHRGITDSTA-———— 115
******************************************************‘
SSH727912c KGRYSRYGAWTALAEA 136
SSHO3 36f mmmmmmmmmmmmeeo
SSH72_912c MTLTEANATEHGILSNRRKRSRDNITRWTPRLROQAWAELLAHRAAVLKRNCLPQRLHPQD 60
SSH03_36f MTLTEANATEHGILSNRRKRSRDNITRWTPRLROAWAELLAHRAAVLKRNCLPQRLHPQD 60
Ak hkhkhkhkhkhkhkhkhkhkhkhkhkhhkhkhkh bk hkhkhkhkhkhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhkkhkhkhkhkrhhkkhkhkhkhdxkhx*x*
SSH72_912C RYLVLAESGHLLTKSGLDTAWQRLMALAIQEKVILDKQRFTLHGIKHRGITDSTCPGGRS 120
SSH03_36f RYLVLAESGHLLTKSGLDTAWQRLMALAIQEKVILDKQRFTLHGIKHRGITDSTA-———— 115
******************************************************.
SSH72_912C KGRYSRYGAWTALAEA 136
SSHO3 36f —mmmmmmmmmm e
GOE #35 return to main table
SSH38 187b e
SSHO6 _56a e

SSH49 912c MILFVKIICTNDDKAIRILMLEVKWSLLKALNGNAKYHGGTMAIAPTTYGRKLNSVVAAE 60



SSH16 Fb7
SSHO7_36f

SSH38 187b
SSHO6_56a
SSH49_912c
SSH16_Fb7
SSHO7_36f

SSH38 187b
SSHO6_56a
SSH49 912c
SSH16 Fb7
SSHO7 36f

SSH38 187b
SSHO6_56a
SSHA49 912c
SSH16_Fb7
SSHO7_36f

SSH38 187b
SSHO06_56a
SSH49 912c
SSH16_Fb7
SSHO7_36f

SSH38 187b
SSHO6_56a
SSH49 912c
SSH16 Fb7
SSHO7_36f

GOE #36
SSH68_ 912c
SSH10 187b

SSH68_912c
SSH10_187b

GOE #37
SSH27 187b

SSH27 187b

GOE #38
SSH40 187b
SSH29 36f
SSH37 Cv21

SSH40 187b
SSH29 36f
SSH37_Cv21

SSH40_187b
SSH29 36f
SSH37 Cv2l

—————————————— MATLNITAEQWRLLQQLIVVN-=-~~-=-——————————-SKMLSAT
—————————————— MATLNITAEQWRLLQQLTIVVN-=-~--=-——————————-SKMLSAT

————————————————————————————— MAFILKAKGLPFEMTSDNVLENQYDELNGLF
————————————————————————————— MAFILKAKGLPFEMTSDNVLENQYDELNGLF
VKKQFAGEEQLPPYNYHVRDTIVSLEDGRMAFILKAKGLPFEMTSDNVLENQYDELNGLE
LKKQFAGEEQLPPYNYHVRDTIVSLEDGRMAFILKAKGLPFEMTSDNVLENQYDELNGLF
LKKQFAGEEQLPPYNYHVRDTIVSLEDGRMAFILKAKGLPFEMTSDNVLENQYDELNGLF

R R R

LSLAKSTGSRLAVWAHIDHYAKTLKSNYEFSYEWIR---LFTEKYLGR-———————————
LSLAKSTGSRLAVWAHIDHYAKTLKSNYEFSYEWIR---LFTEKYLGR-———————————
LSLAKSTGSRLAVWAHIDHYAKTLKSNYEFSYEWIR---LFTEKYMARFEGESIFENSFY
LSLAKSTGSRLAVWAHIDHYAKTLKSNYEFSYEWIRPGRHGRGISSGR-———————————
LSLAKSTGSRLAVWAHIDHYAKTLKSNYEFSYEWIR---LFTSVVAAE————————————

KA A A A A A A A A A A A A AR AR A AR AR AR AR AR KRk kKK

—————— VIHQYQIWS TVLKEY === = === = = = —m—— m e e e
RTLRRRIKI-———-——=— KTRIKIRGRLFLE-——===—===——==—————————
-——GRRISS---—---—~ GRPGRYLYRTTL==——===—== === === ——————m—

---VSDAMCRPSVPVIR--- 144
PVRVTVSFCHVLVIYTIHQYG 317
-LVVIQGIGLIDAGI----- 200
--AVTDQI-----——====- 158

28
28

31
31
120
88
88

76
76
177
136
133

108
80

237
163
147

return to main table

MPQSTKENNKRYKPSSGADVALSKLRKLTGTHLIHTSSLIHLNKQAPTKNDQVPRPRPRY
MPQSTKENNKRYKPSSGADVALSKLRKLTGTHLIHTSSLIHLNKQAPTKNDQVPRPRPRY

AR R R S R SRS S SRR SR SRR SR SRR R R SRR R R R R R R R R R RS RS S

S SGRPGRYTVHPEHVASRHQKITN--——~~-~ 84
SVVAAEVFDLLLMRWAFLCDGWKQEKAKKSKPQPPONLLOQKKYPNITISALNT 113
. .k . .

..k *

60
60

return to main table

MVSVSLRLPDEVTQRLENLAALTGRSKTFYMVEAIREHIDDLEDLYLAECELEAIRSGKS 60

QTVPRPRPRYMLPAAWPRDSAARASQLGSVPHQGA 95

return to main table

MTIRKPSSSREFSLTDYADSGRLRPVLAGLSDEIQPWEAELLQLVQKGDFVRFFELAVEHR
MTIRKPSSSREFSLTDYADSGRLRPVLAGLSDEIQPWEAELLQLVQKGDFVRFFELAVEHR
MTIRKPSSSRFSLTDYADSGRLRPVLAGLSDEIQPWEAELLQLVQKGDFVRFFELAVEHR

R R R R R R R R R R R

LNIVTVGGTGSGKTTFSKCLIDLYPTSCRLFTIEDAHELTTPKHPNSVPRPRPR-———--—
LNIVTVGGTGSGKTTEFSKCLIDLYPTSCRLFTIEDAHELTTPKHPNSVPRPRPRYSSGRP
LNIVTVGGTGSGKTTFSKCLIDLYPTSCRLFTIEDAHELTTPKHPNS—————--— YS—-—---

R R I

60
60
60

114
120
109

180



SSH40 187b mmmmmmmmmmmm e

SSH29_36f NQHFGFVTCGTSAATTLFERPPGQVPTIFLISL 213
SSH37 Cv21 --TYGFKPLPTSR----YAAKP-—-——-- QLSL 142
GOE #39 return to main table
SSH26_Fb7 MPSMVFPPGFFVKLFSILLSACLVIRVFPARLIFAASFSWLIPDL-GRDHAKYTNTPIHQ 59
SSH437912c MPSMVFPPGFFVKLFSILLSACLVIRVFPARLIFAASFSWLIPDLPGRPLAN----PVAM 56
Ak kA hkhkhkhkhkhkhkhkhkhk bk hk kA hkhkhkhkhkhkhkhkhkhkhkkhkhhkhkhkhhkkhkhkkhkhkhkhrkhhkx *% *: *:
SSH26_Fb7 YTNTPIHQYTNTPIHQYTNTPIHQYTNTR 88
SSH437912c AVERPPGQV-==—=——————————————— 65
. * *
GOE #40 return to main table
SSH32 56a mmmmmmmmmmmmm e VGA 3
SSH38 CV21 e VGA 3
SSHOO Fb7 s VGA 3
SSHO08 187b VSTCPGGRSNHAPGRLAAG-LAWSRPRYFRLASGEPTGLNPFQLPDTPONRNFLYDLVGA 59
SSH21 36f  mmmmmmmm————— o MRGFIEAVGG-TYFRLASGEPTGLNPFQLPDTPQNRNFLYDLVGA 44
* * x
SSH32_56a CGRKVGQESTAEDTKDIKQAVDNVFAMPFKLRRFGVLLQSIPDHGENCLARRLADWCYGE 63
SSH387CV21 CGRKVGQESTAEDTRDIKQAVDNVFAMPFKLRRFGVLLQSIPDHGENCLARRLADWCYGE 63
SSHO97Fb7 CGRKVGQESTAEDTKDIKQAVDNVFAMPFKLRRFGVLLOSIPDHGENCLARRLADWCYDE 63
SSHO8_187b CGRKVGQESTAEDTKDIKQAVDNVFAMPFKLRRFGVLLQSIPDHGENCLARRLADWCYGE 119
SSH21_36f CGRKVGQESTAEDTKDIKQAVDNVFAMPFKLRRFGVLLQSIPDHGENCLARRLADWCYGE 104

R R IR R R R I 2

SSH32756a IEGRYAYALDNPONNEFDWENLKRVGFDVSDFLVAGHPATEP-ILAYLFHLKTLMQRDGEL 122
SSH38_CV21 IEGRYAYALDNPONNEFDWENLKRVGFDVSDFLVAGHPATEP-ILAYLFHLKTLMQRDGEL 122
SSHO9_Fb7 IEGRYAYALDNPONNEFDWENLKRVGFDVSDFLVAGHPATEP-ILAYLFHLKTLMQRDGEL 122
SSHO87187b IEGRYAYALDNPONNEFDWENLKRVGFDVSDFLVAGHPATEP-ILAYLFHLKTLMQRDGEL 178
SSH21736f IEGRYAYALDNPONNEFDWENLKRVGFDVSDFLVAGHPATEP-ILAYLFHLKTLMQRDGEL 163
dAhkhkhkhkkhhkkhkhkhkhkhhkrkhhhhhxkhxk*x *"***********: . :***************
SSH32756a LATVVEEFWLPLQYPTTADQILDSLKTGRRRGEFILLVSQSPEDVIKSPLLPAVLQQTPT 182
SSH387CV21 LATVVEEFWLPLQYPTTADQILDSLKTGRRRGEFILLVSQSPEDVIKSPLLPAVLQQTPT 182
SSHO9_Fb7 LATVVEEFWLPLQYPTTADQILDSLKTGRRRGEFILLVSQSPEDVIKSPLLPAVLQQTPT 182
SSHO8_187b LATVVEEFWLPLQYPTTADQILDSLKTGRRRGEFILLVSQSPEDVIKSPLLPAVLQQTPT 238
SSH21 36f LATVVEEFWLPLQYPTTADQILDSLKTGRR-—========== === —————— 193
hAhkhkhkhkkhhhkhkhkhkhkhhkhkhkhkhkhrkhhkhkhhkkhxkhx*kxk
SSH32_56a KIFLPNPDAEYTTPDGGGYSRFTQIKEFQKLKKLGLOSRMFIVKQGSQSSLVKLNLSGMA 242
SSH387CV21 KIFLPNPDAEYTTPDGGGYSRFTQIKEFQKLKKLGLQSRMFIVKQGSQSSLVKLNLSGMA 242
SSHO97Fb7 KIFLPNPDAEYTTPDGGGYSREFTQIKEFQKLKKLGLQSRMFIVKQGSQSSLVKLNLSGMA 242
SSHO8_187b KIFLPNPDAEYTTPDGGGYSRFTQIKEFQKLKKLGLOSRMFIVKQGSQSSLVKLNLSGMA 298
SSH21 36f oo
SSH32_56a DDIAVPRPRPRY-————————— == ————————— 254
SSH38_CV21 DDIAVPRQ-—————————————————————————— —— 250
SSHO9_Fb7 DDIAVVAAE-—————————————————————————— —— 251
SSHO87187b DDIAVPGRAAATDTSRLAITLAWSRPRYNQPQLQEIY 335
SSH21 36f mmmmmm e
GOE #41 return to main table
SSH29756a MSLTLLNDVPQKQVSQVDRSLSVRELMRKYGISEALMANITEFAINRPGSYWVEDAAGWR 60
SSH12_36f MSLTLLNDVPQKQVSQVDRSLSVRELMRKYGISEALMANITEFAINRPGSYWVEDAAGWR 60
SSH32_CV21 ———————————————————————————————————— MANITEFAINRPGSYWVEDAAGWR 24
SSH247912c —————————————————————————— MRKYGISEALMANITEFAINRPGSYWVEDAAGWR 34
dhkhkhkhkkhkhkhkhkhkhkrkhkhhkhkkhkhkhkxkx
SSH29_56a EVPNESLSLSHLQGLATATAVEFNQKKLDRDNPIASLTLPDGERCQVVPR-—-—-———————— 109
SSH12_36f EVPNESLSLSHLQGLATATAVENQKKLDRDNPIASLTLPDGERCQVVPARAAAR---TIAW 117
SSH327CV21 EVPNESLSLSHLQGLATATAVFNQKKLDRDNPIASLTLPDGERCQVVPR-———=——=————— 73
SSH247912C EVPNESLSLSHLQGLATAIAWSTGRGLDRDNPIASLTLPDGERCQVVLPPACENGTVSMT 94

R R R S s KKK KAKAAAA AKX A A A AKX AKX KXk **k

SSH29 56a PRPR === = = = = = 113



SSH12 36f
SSH32 Cv21
SSH24 912c

SSH29 56a
SSH12 36f
SSH32 Ccv21
SSH24 912c

GOE #42
SSH25 56a
SSH13 Cv2l
SSH76_912c

SSH25_ 56a
SSH13 Cv2l
SSH76_912c

SSH25 56a
SSH13 Cv2l
SSH76_912c

GOE #43
SSH13 912c
SSH28 56a

SSH13 912c
SSH28 56a

GOE #44
SSHO5 187b
SSH11 Cv21l
SSH11 36f

SSHO05_187b
SSH11 Cv21
SSH11 36f

SSHO5_187b
SSH11 Cv21l
SSH11 36f

GOE #45
SSH13 56a
SSH22_ 187b
SSH31 36f
SSHO7_Fb7

SSH13 56a
SSH22_ 187b
SSH31 36f
SSHO7 Fb7

SSH13 56a
SSH22 187b
SSH31 36f
SSHO7 Fb7

SRPRYSKQFRAAARAGTSSSGAVVR-FWRYLRHIPASVVPAVAIRRKKTACHKADSSALS 176
PR PR~ == == — —m oo 77

A-DIPRTPIS--TVLVTF- 191

HRDGGRHRVRENDVLKVPD 173

return to main table
MKKLPVLLLACVTHFAYANDPRIRTEIYDKSSVYNLHTQIGRASLIQ-LEADESLEISPS 59
MKKLPVLLLACVTHFAYANDPRIRTEIYDKSSVYNLHTQIGRASLIQ-LEADESLEISPS 59
MKKLPVLLLACVTHFAYANDPRIRTEIYDKSSVYNLHTQIGRASLIQTCPGDESLEISPS 60

KA A A A A A A A A A A A A A A A A A A A A A A A A A AR AR A AR AR AR AR ARk kK kK .*********
SLLGIGDAKAWDLG--——-— VLRGR-————— == mmm—mmm oo R 79
STLLGIGDAKAWDLGVRGNNTVLPRP === === === === mm——mm e oo R 85
SLLGIGDAKAWDLGVRGNNIVLKPTQKMPQTNVIVVTNKRTYSFELLATAKDSMPTYTLR 120
R R R s * * *
HLFSTASSDDQ-~---~ HGADY-—===——===—==————— 95
PRYSVVAAEVKRLRLLHPLQIVIWP-——===—===——=~ 110

FRYPDTEASKADLGRDHATDNCRSPRRKNDHQYRLLLAW 159

*

return to main table
MHTTNLRKVGGSIMLAVPPAFLDQLHLEVGATVGLAVTDGRLVIEPVLHPQYLPGRPLDS 60
MHTTNLRKVGGSIMLAVPPAFLDQLHLEVGATVGLAVTDGRLVIEPVLHPQYLGRDHATS 60

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A Ak A ARk Ak k kK k

VVAAEVYLFATPNRTPIYYKNINI 84

VVAAEVHR--KRGR-=-=-=====—--— 72
******: . _*

return to main table
————————————— LRSRT--=======SAATTL-—=========—==————————————— 1]
MPRRSL----- SFFHSVA-—-—-—————-— NVQRTFNPLVAG-----— SIPARPTKLGREH--A 39

MHTTNLRKVGGSIMLAVPPAFLDQLHLEVGATVGLAVTDGRLVIEPVLHPQYLGRDHAIA 60
.. *

FERPPGQVRPTNPAEAKISETKAKTLETWSQVVRNLEVTGQTDLAKSVMALMRDADKSTS 71
FERPPGQVRPTNPAEAKISETKAKTLETWSQVVRNLEVTGQTDLAKSVMALMRDADKSTS 99
WSRPRSGVRPTNPAEAKISETKAKTLETWSQVVRNLEVTGQTDLAKSVMALMRDADKSTS 120

* * R R R R S S S E RS R SRR R R R R R R R R R R R R R R R R R SRR S SR

SRTQELFDLAKSSHSKDKGIEQEL 95
SRTQELFDLAKSSHSKDKGIEQEL 123
SRTQELFDLAKSSHSKDKGIEQEL 144

ER R R R R R R R R R R R R R R R R R

return to main table
MYWRISKEKFAELDADNRIWWGKDGNNTPRLKRFLNEVKQGIVPQTLWTYSNVGHTQDAK 60
MYWRISKEKFAELDADNRIWWGKDGNNTPRLKRFLNEVKQGIVPQTLWTYSNVGHTQDAK 60
MYWRISKEKFAELDADNRIWWGKDGNNTPRLKRFLNEVKQGIVPQTLWTYSNVGHTQDAK 60
MYWRISKEKFAELDADNRIWWGKDGNNTPRLKRFLNEVKQGIVPQTLWTYSNVGHTQDAK 60

R R R i R R R R R S

KQLLDVLQFESSSDVFSTPKPV-————-—-—-———————————— PARA-FERPPGQVQAGSSI 100
KQLLDVLQFESSSDVFSTPKPV-—--=-——————————————— PARASVVAAEVLLEALSKG 101
KQLLDVLQFESSSDVFSTPNSS——=-—-——————————————— GRPGRYYVADTVRHGLTLP 101

KQLLDVLQFESSSDVFSTPIAWSRPRYIRQHLRELEERLNFGVRQEVILAELKAKGYKTT 120

R R R R R R R R R R R R R

CED T R— === == —mmm e 105
LSQLRARPV T - ———— === ———m e e 112
LRSAC C——mm e e e e 107

LKGFRNLLYRARIRAAQNPEKFQTKVEQKNEKEDAQLLAKKSENKKEEVSKNPLKKKAGE 180



SSH13 56a
SSH22_187b
SSH31 36f
SSHO7_Fb7

GOE #46
SSH58 912c
SSH38 Fb7

SSH58 912c
SSH38 Fb7

GOE #47
SSH43 187b
SSH70_912c

SSH43 187b
SSH70_912c

SSH43 187b
SSH70_912c

GOE #48
SSH20_36f
SSH30_Fb7
SSH31 56a
SSH48 187b

SSH20 36f
SSH30 Fb7
SSH31 56a
SSHA48 187b

SSH20 36f
SSH30 Fb7
SSH31 56a
SSH48 187b

GOE #49
SSHO7_187b
SSH25 187b
SSH11 56a
SSH12 Fb7

SSHO7 187b
SSH25_187b
SSH11 56a
SSH12 Fb7

SSHO7_187b
SSH25 187b
SSH11 56a
SSH12 Fb7

SSHO7 187b
SSH25_187b

DFKGTNSFDESDLI 194

return to main table
MSQSIIPFDFHSHAVRVVMRDGNPWFVATDVMGALDYAATSNPARVTEHIPGEWIRVNPI 60
—————————————————— MIDGEAWFVAKDVMDALDYAETSNPARVTEHIPAEWVCVNPI 42

* kk e KhkAkKk KAhkk KAAkAkkAkk AAkAA A AKXk AKXk KAkkAk* **k. *k*kx%x

HTLGGEQKLLCLAEPGLYLGRDHATAWSRPRYTHFHADDYFHGEHSGGYP 110
N e 46

return to main table
MKSIFALLAFMVESTVASAQQONELVRVENLSTVESTSAATTLRPPMAAGIAWSRPRSIAI 60

SITSSNALASVGGLGGLTRAKTAAENIKTGLYALVGVIAMIYLIYLGVMAFTEKKSWADF 120
——————————————————————————————————————— MIYLIYLGVMAFTEKKSWADF 21

R R R R R R R R

GWGVVYVSLVGGAVALGGWAWTLFA 145
GWGVVYVSLVGGAVALGGWAWTLFA 46

R R R R R R R

return to main table
MNKTIDFSNAGALPTLDGRTEVEFGEPTSKAKSKTNVGKFLVLGLVLMAFLFMVGGLLEYQ 60
MNKTIDFSNAGALPTLDGRTEVEFGEPTSKAKSKTNVGKFLVLGLVLMAFLFMVGGLLEYQ 60
MNKTIDFSNAGALPTLDGRTEVFGEPTSKAKSKTNVGKFLVLGLVLMAFLFMVGGLLEYQ 60
—-NKTIDFSNAGALPTLDGRTEVFGEPTSKAKSKTNVGKFLVLGLVLMAFLFMVGGLLEYQ 59

AR R R S S R SRR R R SR SRR SRS R SRR R R R R R R R R R R R R SRS SRS

KYKTSAATTLFERPPGQVSQRNRNGIPWQSAVASSPQEPPQQOQOQLSNSFTKSTWKLTATH 120

KY-—====—— == 62
KYKTSAATTLL-RAAARAGTR-———————————— SPR-——————————— 83
KYKTSAAT T = mm e e e e e e e e e e e e e e e e e e e e e 69

* *

ALTSPTHVQVYYAMTATP 138

————————————— MIAT- 87

return to main table
MKMYLRSLTLAFVLLPIMASAQTISEANVAKVKLKIVESEDRFTGLKTITAKSCIHLNQS 60
MKMYLRSLTLAFVLLPIMASAQTISEANVAKVKLKIVESEDRFTGLKTITAKSCIHLNQS 60
MKMYLRSLTLAFVLLPIMASAQTISEANVAKVKLKIVESEDRFTGLKTITAKSCIHLNQS 60

GMLTDLYLCPAIASKPNQPLVMYARGDYTGYGWAFLTGQAQFLIDGKQYSAQGTARPEEK 120
GMLTDLYLCPATIASKPNQPLVRYARGDYTGYGWAFLTGQAQFLIDGKQYSAQGTARPEEK 120
GMLTDLYLCPAIASKPNQPPGMYARGDYTGYGWAFLTGQAQFLIDGKQYSAQGTARPEEK 120

RVATCSGNVGCINKETARFSMTEELATAIANARDAEVRFVGRQGSVTGRLNAKHVAYFRE 180
RVATCSGNVGCINKETARFSMTEELATAIANARDAEVRFVGRQGSVTGRLNAKHVAYFRE 180
RVATCSGNVGCINKETARFSMTEELATAIANARDAEVRFVGRQGSVTGRLNAKHVAYFRE 180
———————————————————— MTEELATAIANARDAEVRFVGRQGSVTGRLNAKHVAYFRE 40

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A KKK

MLRRYKTLGGVFESASTANEGTLEVNTSESENKVKN 216
MLRRYKTLGGVFESASTANEGTLEVNTSESENKVKN 216



SSH11 56a MLRRYKTLGGVFESASTANEGTLEVNTSESENKVKN 216

SSH12 Fb7 MLRRYKTLGGVFESASTANEGTLEVNTSESEQ-—-- 72
*******************************:
GOE #50 return to main table
SSH46_187b VPPQCSGDPVMCGQARIQWRIECSLRRDVKIKGGTCDAQPICTGEKCNAMEYASLLLQWR 60
SSH40756a ————————————————————————————————————————————————— MEYASLLLQOWR 11
SSH277Fb7 ————————————————————————————————————————————————— MEYASLLLOWR 11
SSH39_187b —————————— MCGQTRIQWRIECSLRRDVKIKGGTCDAQPICTGEKCNAMEYASLLLQWR 50
* ok k ok ok ok ok ok ok ok ok

SSH467187b TACALEKGSAGAVLGGDKNQGNADVGAIKDALTGKDGTVDTGEEGDPSGAFSDESGYGRE 120
SSH40_56a TACALEKGSAGAVLGGDKNQGNADVGAIKDALTGKDGTVDTGEEGDPSGAFSDESGYGRE 71
SSH27_Fb7 TACALEKGSAGAVLGGDKNQGNADVGAIKDALTGKDGTVDTGEEGDPSGAFSDESGYGRE 71
SSH397187b TACALEKGSAGAVLGGDKNQGNADVGAIKDALTGKDGTVDTGEEGDPSGAFSDESGYGRE 110

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR A ARk Ak k K

SSH46_187b GYPKVKIDDKGRGYSRVCPKSIPINVFGNQIVISATPVCQFLOQIGGKLVLIL-—-==-—-—--— 172
SSH40_56a GYPKVKIDDKGRGYSRVCPKSIPINVFGNQIVISATPVCQFLOIGGKLVLIL-—-=-=-—-—--— 123
SSH27 Fb7 GYPKVKIDDKGRGYSRVCPKSIPTNVEFGNQIVISATPVCQFLQIGGKLVLIL-=-=———--— 123
SSH39 187b GYPKVKIDDKGRGYSRVCPKSIPINVEGNQIVISGTPVCQFLQIGGKLVLILDLDRDHAN 170

R R R R S R I R

SSH46 _187b = mmmmmmm e AALACLRIMGGRLEG--------- 187

SSH40 56a = 00—mmmm e mm e AALACLRIMGGRLEG-------—- 138

SSH27 Fb7 = s AALACLRIMGGRLEG-—---——--~- 138

SSH39_187b LRGHGAGSMFERPLGQVPWSDFCILFRGNFQSRPLEKALQLLRIPSSGRPGRYCLLPAKM 230

* % * * x *

SSH46_187b -——-

SSH40 56a -

SSH27_Fb7 ———

SSH39_187b ARSA 234

GOE #51 return to main table

SSH027912C VRGLIGQHTFIKRREFGTRWIDVWTIWGELIDNVKSSSNRDLGEHVLRTLPSQVYGLYKSAE 60

SSHO4 187D e e e e

SSH027912C VHTIKARIPFKVYLLALLMVLVVVCVVIAVRTLRPSSFSSRVLGTQAANGAERARPEAPA 120

SSHO4 187b = —mmmmmmmmm e VVAA-——————————————— EAPA 8
- - * %k K

SSH027912C SHHPVGVENGDALRWETETAYAKDHLPRFASMPWTAPIYDSRSPTADPQLICMSGGEGLD 180

SSHO47187b SHHPVGVENGDALRWETETAYAKDHLPRFASMPWTAPIYDSRSPTADPQLICMSGGEGLD 68

R R R R R R R R R R R R I

SSH02 912c AQGMYKGMSCTCYTEQGTLYEIPDGECRRIARRGPVYNPYRERTQELGGASQGQVTALPS 240
SSH04 187b AQGMYKGMSCTCYTEQGTLYEIPDGECRRIARRGPVYNPYRERTQELGGASQGQVTALPS 128

R R i R R R R R R R R I

SSH02_912c SRSTPGHVLVTSGHALP 257
SSHO47187b SRSTPGHVLVTSGHALP 145

K*hkkhkkkhkhkkhkkkkhkkhxk
GOE #52 return to main table
SSH177187b ————————— MREAVMQFCQEEFANRRYVAALHDDTDHTHVHVCVGTRDIDRADEPRLSPR 51
SSHOB_CVZl MPPGTPEKAMREAVMQFCQEEFANRRYVAALHDDTDHTHVHVCVGTRDIDRADEPRLSPR 60
SSHO4_56a ————————— MREDVMQFCQEEFGNRRYVAGLHDDTDHAHVHVCVGTQDIDRADEPRLSPR 51

KAK AAAAAAAAK AA A A h Ak A A A Ak e kA A A A A Ak e kA A A A A A A AKXk Kk

SSH17 187b KADLFRWRQGFADKLRENGIDAAASERRHREFNHRKPENPVVRQIRADNPKSAVYNERRAK 111
SSHO3_Cv21 KADLFRWRQGFADKLRENGIDAAASERRHRFNHRKPENPVVRQIRADNPKSAVYNERRAK 120
SSHO04_56a KADLFRWRQGFADKLRENGIDAAASERRHREFNHRKPENPVVRQIRADNPKSAVYNERRAK 111

AR R S R SRR R SRR E SRR RS SRR R R R R R R R R R R R R R RS RS E S

SSH17 187b EKALERAMKATARQEDAYVSPPLPPRDPCPGGRSIRAAARAGTFTANDR-VVRNNNIISN 170
SSHO03 Cv21 EKALERAMKATARQEDAYVSPPLPPRVPRPRPR-------—-—-—-—-———————————————— 153
SSH04_56a EKALERAMKATARQEDAYVSPPLPPRVP-KVYEALKSDLQAALKTARAGPPLGTSPYPLD 170



SSH17 187b
SSHO3 Cv21
SSHO4_56a

GOE #53
SSH10 Cv21
SSH32 912c

SSH10 Cv2l
SSH32_ 912c

SSH10 Cv21
SSH32 912c

GOE #54
SSH27 36f
SSH63 912c
SSH21 Cv21l

SSH27 36f
SSH63 912c
SSH21_Cv21l

SSH27 36f
SSH63 912c
SSH21 Cv21

GOE #55
SSH16 Cv2l
SSH42 912c

SSH16 Cv21
SSH42_ 912c

SSH16 Cv21
SSH42 912c

GOE #56
SSH23187b
SSH39 36f
SSH10 56a
SSH08912¢
SSH24_Fb7
SSH44_Cv21l

GOE #57
SSH24 187b
SSH22_ 36f
SSH16 56a
SSH22 Cv21
SSH61 912c

GOE #58
SSH22 36f
SSH22 Cv21

R R R R I I S

A 171

A 171

return to main table

MSFVLGAKTELLVAAYSFTSKDIAFALTEAKARGIDVRVVVDHAQNTDDQGGYKAVDYLS 60

—————————————— MHHKFMVADGLHVQLGSEFNYTSSANLRNAETAVAFRNAPELASLYR 46
SQGIPVFRCENYAAMHHKFMVADGLHVQLGSFNYTSSANLRNAETAVAFRNAPDRAAAR- 119

R R R S SER Y

TEWLRLSTEPKASVETVMAVDRGLAILKEFGI 78

—==AGLLQPPLP-—=======—=————————— 128
* *
return to main table
-MKSIFAL-————————————— LAFMVEFSTVASAQONELVRVENLS-TVESTTPQVPDIT 44
--MGIYEIEWPPA-———————— RSFMVESTVASAQONELVRVENLS-TVESTTPQVPDIT 48
LSVNLADLGRDHASPGRVAILISTFMVFESTVASAQONELVRVENLAWSRPSTTPQVPDIT 60

IR R R R R R R R I Y . Kk Kk Kk kK kK kK

GNVINIANKKLRHVTVEFNLYDEQNNLVGNAIDVVTINLEPNGKWKFKATTTTPYQRFKLT 104
GNVINIANKKLRHVTVEFNLYDEQNNLVGNAIDVVTINLEPNGKWKFKATTTTPYQRFKLT 108
GNVINIANKKLRHVTVEFNLYDEQNNLVGNAIDVVTNLEPNGKWKFKATTTTPYQRFKLT 120

AR R S RS SRR SR RS S SRR S SRR R SRR R R R R R R R R R R R R R RS RS S S

NVEAY---————=--— LE--—- 111
NVEDLGRDHATVVRGAMEQRTD 130
NVEAY----——===-- LE--—- 127
* kK *

return to main table
MCALSVSEVSEVLGGNALTDSKSIGMDAGVEVGVMDGFTSPMFLGAFAGAERLIGAAWGG 60
MCALSVSEVSEVLGGNALTDSKSIGMDAGVEVGVMDGFTSPMFLGAFAGAERLIGAAWGG 60

R R R R R R R R R R R R I S

GWMTGTFIHKRFISMYPTIFYLGRDHANPAARRPGALAWSRPRYENDPRWTNATGAVVQL 120
GWMTGTFIHKRFISMYPTIFYLGRDHA-—-—-—————— JAWSRPR-—=====-—————————— 94

R R I e kKKK KK

EGLQECWPTKPISTATTDHDCLDRKGYKR 149

return to main table

MECTLEFDKDQFVHIRINEKRDFETLPRKFFGSSFPKNVRPETILGGNNRPQHEDTIVITR

MECTLFDKDQFVHIRINEKRDFETLPRKFFGSSFPKNVRPETILGGNNRPQHEFDTIVITR
MECTLFDKDQFVHIRINEKRDFETLPRKFFGSSFPKNVRPETILGGNNRPQHEFDTIVITR

MECTLEFDKDQFVHIRINEKRDFETLPRKFFGSSEFPKNVRPETILGGNNRPQHEDTIVITR

MECTLEFDKDQFVHIRINEKRDFETLPRKFFGSSFPKNVRPETILGGNNRPQHEDTIVITR
MECTLFDKDQFVHIRINEKRDFETLPRKFFGSSFPKNVRPETILGGNNRPQHEFDTIVITR

return to main table

MAAYPIIMLSIELVCSIFIKVQETEFNNATLPDENVYKTAIEAALCLRIVSK
MAAYPIIMLSIELVCSIFIKVQETFNNATLPDENVYKTAIEAALCLRIVSK
MAAYPIIMLSIELVCSIFIKVQETFNNATLPDENVYKTATIEAALCLRIVSK
MAAYPIIMLSIELVCSIFIKVQETFNNATLPDENVYKTAIEAALCLRIVSK
MAAYPIIMLSIELVCSIFIKVQETFNNATLPDENVYKTAIEAALCLRIVSK

R R R R R i R R I R

return to main table

MAAYPIIMLSIELVCSIFIKVQETFNNATLPDENVYKTAIEAALCLRIVSK
MAAYPIIMLSIELVCSIFIKVQETFNNATLPDENVYKTAIEAALCLRIVSK

khkkhkhkkhkhkkhkhkhkhhkkhhhhkhkhhkkhkhhhhhkhhkhhkhhkhhhhhkhkhhkhkhkkhkhkkhkkhkkhkkhkkhkkkk



GOE #59 return to main table

SSHO8736f VRQEVILAELKAKGYKTTLKGFRNLLYRARIRAAQNPEKFQTKVEQKNEKEDAQLLAKKS
SSH15756a VRQEVILAELKAKGYKTTLKGFRNLLYRARIRAAQNPEKFQTKVEQKNEKEDAQLLAKKS
SSH45_CV21 VRQEVILAELKAKGYKTTLKGFRNLLYRARIRAAQNPEKFQTKVEQKNEKEDAQLLAKKS
SSH69_912C VRQEVILAELKAKGYKTTLKGFRNLLYRARIRAAQNPEKFQTKVEQKNEKEDAQLLAKKS

Ak kA hkhkhkhkhk kA kA hkhkhk kA kA hkhkhkhhk kA hkhhkhhk kA hkhkhkhkhkhkhkhkhkhkhkhkhhkhkhkhkrhkhkkhkhkhxkx
SSHO8_36f ENKKEEVSKNPLKKKAGFDFKGTNSFDESDLI
SSHl5_56a ENKKEEVSKNPLKKKAGFDFKGTNSFDESDLI
SSH457CV21 ENKKEEVSKNPLKKKAGFDFKGTNSFDESDLI
SSH697912C ENKKEEVSKNPLKKKAGFDFKGTNSFDESDLI

dAhkhkhkhkkhhkhkhhkhkrkhhkhkhkhhrkhhhkhkhhrkhkhkkhxk
GOE #60 return to main table
SSH26736f MNKNQAAMHVEASKFIATNMQALONQPNMADKSVEDLTKLAYWRGIVAEENKLQPKAVQD
SSH62_912C MNKNQAAMHVEASKFIATNMQALONQPNMADKSVEDLTKLAYWRGIVAEENKLQPKAVQD
SSH20_56a MNKNQAAMHVEASKFIATNMQALONQPNMADKSVEDLTKLAYWRGIVAEENKLQPKAVQD

Ak Ak hkhkhkhkhk kA hkhkhkhkhkhkhkhkhkhkhkhk bk hk kA hkhhk bk hkhkhkhkhkhkhkhkhhkhkhkhkhkhkhkhkhkhkhkrhhkkhkhkhxk*x
SSH26_36f EAIARFDKQAADPQFLKRLNQETEPKIHDRTTERVQQORDTHEQSL
SSH62_912C EAIARFDKQAADPQFLKRLNQETEPKIHDRTTERVQQORDTHEQSL
SSH20756a EATARFDKQAADPQFLKRLNQETEPKIHDRTTERVQQRDTHEQSL

Ak hkhkhkhhhkhkhkhkhkhkhhkhkhkhkhkhhkhkhhkhkrkhhkkhkhkhkhkhkhhkhkhkhkhkkh*xk*x*k
GOE #61 return to main table
SSH337187b MLLNTNNIAVNRPAAEAGLEMLEAGGDFADGVIAYDGTWLGAETFVSFDKKAVSLLTKHGHAARLL
SSH32736f MLLNTNNIAVNRPAAEAGLEMLEAGGDFADGVIAYDGTWLGAETFVSFDKKAVSLLTKHGHAARLL

sk sk i sk sfe s sk sk s sk sk sk sk sk sl sk sk sk sk sk sl sk s sk sk sk sk sk s sk sk sk sk sk s sk sk sk sl sk s sk sk sk sl sk s sk sk s sk sk sk ke sk sk skosk sk skok

GOE #62 return to main table
SSH25736f VNKRQLIAAIVEKSGIKLTEDDPAFLLVDLNLMMLEKQTSEAAKQLEAATEKFNAVTTHN
SSHO6 912c VNKRQLIAAIVEKSGIKLTEDDPAFLLVDLNLMMLEKQTSEAAKQLEAATEKENAVTTHN
- Ak Ak kA hhhkhhkhhhkhkhhhkhhhhhhdhhhkhkrhhhkhhhkhhkhhkhdhkhkhkhkrhkhkhkhkhkhkhhkrkhkhrkhxk
SSH25736f VDDFVSVANEALS-KFMQRTNEIKSSLDDLSKKLAQVANVTSTSSAHEVTKISHRSELLW
SSHO6 912c VDDFVSVANEALS-KFMQRTNEIKSSLDDLSKKLAQVANVTSTSSAHEVTKISHRSELLW
- Ak Ak hkhkhhkkhkhhkhhhhkhhhkhhhhhhdhkhhhkrhkhhkhhkhkhhkhhkhhkhkhkhkrhkhhkhkhkhkhkhkrkhkhxk
SSH25736f WLVPRPRPR
SSHO6 912c WLVPRPRPR
- -
GOE #63 return to main table
SSH05736f MSFTGILKKTRVPISAFVFIFAGTAYAQLQVYDAANISTSIQONHVESIAKWKQQFEQLKQ
SSH39 Cv21l MSFTGILKKTRVPISAFVFIFAGTAYAQLQVYDAANISTSIQNHVESIAKWKQQFEQLKQ
- Ak Ak Ak hkhkhhhhhhkhkhhkhhhhhkhhkhhhhhkhhkhhkhkhhk bk hkhkhkhkhkhkhkhkhkkhkhkhkhkrhhkkhkhkdhxk*
SSH05736f QIDQHQKQYEAITGSRGMGALLDNSALKASLPSDWKQVLSDVKKTSAYATERSKYPTSGN
SSH39 Cv21l QIDQHQKQYEAITGSRGMGALLDNSALKASLPSDWKQVLSDVKKTSAYATERSKYPTSGN
- Ak Ak Ak hkhkhhkhhkhhhhhkhhhhhkhhkh bk hhhhhkhhkhkhkhk bk hkhhkhkhkhkhkhkhkkhkhkhkhkrhhkhkhkdxhxk*
SSH05736f LOKTNAMYDVIASQDVIMSDLYSKANRRLNLIQSLTAQIDSANDPAAKADLANRLINEQN
SSH39 Cv21l LOKTNAMYDVIASQDVIMSDLYSKANRRLNLIQSLTAQIDSANDPAAKADLANRLINEQN
- Ak Ak kA hk Ak hhkhhhhhhhhhhhhhhkhhhhhkhhkhhkhkhkhk bk hkhkhkhkhkhkhkhkhkkhkhkhk kv hkhkkhkhkdxhxk*
SSH05736f ATIQANQONLVTILQAKQKQELEIASQAAVEELSCKEFKRSGC
SSH39 Cv21l ATQANONLVTILQAKQKQELEIASQAAVEELSCKEFKRSGC
- Ak Ak hhkkhhkkhkhkhkhhkhhkhhhkhhhkhkhhhhrhrkhhhhkhhkrkhrk,hxk
GOE #64 return to main table
SSH07_187b MSDSEMKIQANALMPELVAELVALKQEAERFLSTQKIHTKVIYDVEFDGAELLTPETLARV
SSH29_Cv21 MSDSEMKIQANALMPELVAELVALKQEAERFLSTQKIHTKVIYDVEFDGAELLTPETLARV

khkkkhkkhkkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhhhxx

SSHO07 187b NNAVMIAHQMTANVQKRINALRGKLPEGYKDADGHFWNTNTEFNLLRDTHKDEFDQAVKIAK



SSH29 Cv21 NNAVMIAHQMTANVQKRINALRGKLPEGYKDADGHFWNTNTEFNLLRDTHKDEFDQAVKIAK

B R R R R R R R R S

SSHO77187b KISEWASVKIDGTSYSK
SSH29 Cv21l KISEWASVKIDGTSYSK
- *hkhkhkkkhkhkkhkkkkkhkkkk*k
GOE #65 return to main table
SSHO3_l87b VVAAEVLSDVKKTSAYATERSKYPTSGNLQKTNAMYDVIASQDVIMSDLYSKANRRLNLI
SSH26 56a VVAAEVLSDVKKTSAYATERSKYPTSGNLQKTNAMYDVIASQDVIMSDLYSKANRRLNLT
- Ak kA hkhkhkhkhk kA hkhkhkhkhk kA kA hkhkhkhhk Ak Ak hhkhhkhkhkhkhkhkhkhk bk hkhkhkhkhkhkhkhkhkhkhkrhhkkhkhkhxkx
SSHO3_187b QSLTAQIDSANDPAAKADLANRLINEQNAIQANONLVTILQAKQKQELEIASQAAVEELS
SSH26 56a QSLTAQIDSANDPAAKADLANRLINEQNAIQANONLVTILQAKQKQELEIASQAAVEELS
- Ak kA hkhkhkhkhk kA hk bk hkhkhkhkhkhkhkhkhkhk bk hk kA hkhkhk bk hkhkhkhkhkhkhkhk bk hkhkhkhkhkhkhkhkhkhkhkrhhkkhkhkhxk*
SSHO3_187b CKEFKRSGC
SSH26_56a CKEFKRSGC
* ok ok ok ok ok ok ok k
GOE #66 return to main table
SSHl3_36f VWTRIDNPNGVFANIDSPATDOMGYSGIPGYVDTHFWQRFGSAIMLSLIKDEFSQAYSQRV
SSH19 912c VWTRIDNPNGVFANIDSPATDOMGYSGIPGYVDTHFWQRFGSAIMLSLIKDFSQAYSQRV
- Ak kA hkhkhkhkhkhkhkhkhkhhkhkhkhkhkhkhk bk hkhk ok hkhkhk bk hk bk hkhkhkhkhkhkhkhkhhkhkhkhkhkhkhkhkhkhkhkrhhkkhkhkhxk*x
SSHl3_36f ANRSNTGTTVIQPYANTTQATQODMGAEALRNSINIPPTLVVLPATAVNVMVARDVSFENV
912c 19 ANRSNTGTTVIQPYANTTQATQODMGAEALRNSINIPPTLVVLPATAVNVMVARDVSFENV
- Ak kA hkhkhkhkhkhkhkhkhkhk bk hkhhkhkhkhkhkhkhkhkhkhkhkhkhk bk hkhkhkhkhkhkhk kb hkhkhkhkhkhkhkhkhkhkhkrhkhkkhkhkkxk*x
SSH13 36f FNLVE
SSH19 912c¢ FNLVE
- * % * Kk x
GOE #67 return to main table
SSHO97187b MTELVAIVNDLASRGVTFESLTEHIDTSSASGKFAFHLFSALAEFERNTIKERTRAGLAA
SSH67 912c MTELVAIVNDLASRGVTFESLTEHIDTSSASGKFAFHLFSALAEFERNTIKERTRAGLAA
- Ak Ak hkhkhhkhkhhkhhkhhhhhkhhhhhhhkhhhhhkhhkhkhkhkhkh bk hkhkhkhkhkhkhkhkhkdkhkhkhkrhhkkhkhdxhxk*
SSHO9_187b ARARGRMGGRPAKVTPKAKREMKALYTSQEVSVKDICTRYNITRSTFYRVVLERDYTANG
SSH67 912c ARARGRMGGRPAKVTPKAKREMKALYTSQEVSVKDICTRYNITRSTFYRVVLERDYTANG
- Ak hkhkhkhkhkhkhkhkhkhkhkhhkhhkhkhkhkhhkhhkhkhkhhkhk bk hkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkhkhkhhhkkhkhkhkxkx**
SSH09 187b KA
SSH67 912c KA
- * %
GOE #68 return to main table
SSH347912C MKHIFNNFLDKYHNVILAIAISITSSNALASVGGLGGLTRAKTAAENIKTGLYALVGVIA
SSH19 Cv21 MKHIFNNFLDKYHNVILAIAISITSSNALASVGGLGGLTRAKTAAENIKTGLYALVGVIA
- Ahk Ak Ak Ak hhkhhhhhhhkhhhhhkhhkhhhkhhkhhkhhkhkhkhk bk hkhhkhkhkhkhkhkhkhkhkhk kv hkhhkhkdxhxk*
SSH347912C MIYLIYLGVMAFTEKKSWADFGWGVVYVSLVGGAVALGGWAWTLFA
SSH19 Cv21 MIYLIYLGVMAFTEKKSWADFGWGVVYVSLVGGAVALGGWAWTLFA
- Ak Ak Ak hkhhhkhhhhhhhkhhhhkhhhkhhhhrhhkhhkkhkhkhk ko hrkkhhkkxhxk*
GOE #69 return to main table
SSH41_912C MKMRELSKVEIEQVSGASTSTTIWDDVVAATNGIWSGLVTATSNIFGGAVTATNNILGGT
SSH25 Cv21l MKMRELSKVEIEQVSGASTSTTIWDDVVAATNGIWSGLVTATSNIFGGAVTATNNILGGT
- Ak hkhkhkhkhkhkhkhkhkhkhhhkhkhkhkhkhkhkhkhhkhkhkhkhkhk bk hkhkhkhkhkhkhkhkhkhkhhkhkhkhkhkhkhrhhkkhkhhkhkxkhx*x*
SSH417912c AAGTNNIFNQFINSYFFRNYISISSLEFSNDSTVVDKKS
SSH25 Cv21l AAGTNNIFNQFINSYFFRNYISISSLFSNDSTVVDKKS
- dAhkhkhhkhhk kA hhkhhkhhhkhrkhhkhhkhkhkrhkhrkhhkhhkhhxkx*k
GOE #70 return to main table
SSH02736f MAILVHQRNEIFSKLKYFETSGDEAALERIQSELRSIDREISLISDTQNEDKYSIYNGNK

SSH24 Cv21 MAILVHOQRNEIFSKLKYFETSGDEAALERIQSELRSIDREISLISDTQONEDKYSIYNGNK



R R R R R R R R R R

SSHO02 36f ESQQSKSEEITYKRWDIFKNFGLKGN

SSH24 Cv21l ESQQSKSEEITYKRWDIFKNFGLKGN
- hAhkhkhhkkhhhkhkhkhhkkhkhkhkhkhhhkhkhkhxkx
GOE #71 return to main table
SSH277912c MIPVIQPGEVVLVDTGIQSFDGDGIYLINIGHGQQIKALQDRGDAVYVVSANPLYQPVPF
SSHOl_Cle MIPVIQPGEVVLVDTGIQSFDGDGIYLINIGHGQQIKALQDRGDAVYVVSANPLYQPVPF
dAhkhkhkhkhkhkhkhhkhhkhhkhkhhkhkhhkhkhhhkhhhkhhhhhhkhkhkhkhkhkhhkhkhkhkrhkhkkhkhkhhkrhhkhkhdxhxk*x
SSH277912c PSEGFIGGKIYIKNKIERFEN
SSHO1 Cv21 PSEGFIGGKIYIKNKIEREFN
- Kdhkhkhkhkkhkhkkhkhkhkhkhkhkhkhkhkkhxk
GOE #72 return to main table
SSH47_187b VEFFKVLPDGTEALLNSNIDPEHKQTVVLHEVIRTVRARLGDQVIEIINRAYKLPKEFNETG
SSH77 912c VEFFKVLPDGTEALLNSNIDPEHKQTVVLHEVIRTVRARLGDQVIEIINRAYKLPKEFNETG
- Ak kA hkhkhkhkhkhkhkhkhkhkhkhkhkhk kA hkhkhk bk hkhkhkhkhhk bk hkhkhkhkhkhkhkhkhhkhkhkhkhkhkhkhkhkhkhkrhhkkhkhkhxk*x
SSH47_187b TSVPGAVRADRDI
SSH77 912c¢ TSVPGAVRADRDI
- Kk kkkkkkhkkkk
GOE #73 return to main table
SSH34 56a

MNKKKIAIAVLVLLLLAMVSVLVMLYMSSGLLVKYLNLGDLTPHLSLPLDLAKFGTKKEKGFGIIAMVVSVGLPVMLFGIIGYAALAPKKRE
LHGSARFATRRELVKSGLLQSDKPDDQYPSILVGKQDKDFLFFRGQQFMFLAAPTRSGKGVGIVIPNLLHYRDSVVVLDIKGENFEITSGER
AKCGQEVHKFAPDDENFQTACWNPLAYVRNDPRFRISDLMSITNILYPPSDDVWASTAERPVSWSGALHHGDV

GOE #74 return to main table
SSH03_912C
VSHEGVLILQTTEADTHFLDRRPRPRPRYSVVAAEVWNDKALLONWREAWEVHTNQALEQAGHSVRIDHRTLAEQGIERIPQIHIGPKVLEM
ERRGIKTEIGGQALAIEHKNKAITALQSDLETVRNERNHEDLPGRPLNSVVAAEVFAQWFMCNPVRSCHYFST

GOE #75 return to main table
SSHO6_912C
VNKRQLIAAIVEKSGIKLTEDDPAFLLVDLNLMMLEKQTSEAAKQLEAATEKENAVTTHNVDDEVSVANEALSKFMQORTNEIKSSLDDLSKK
LAQVANVTSTSSAHEVTKISHRSELLWWLVPRPRPR

GOE #76 return to main table
SSH09_912C
MYQNYVARSQVTAGLAEITPGKVQAEILFSDAGTKTAITTPETIGLRTATTRCSSIAVNLTPSAGTGTIVCTITGNSQVNGQTITWTRSADN
TSGQGGTNNGGLWSCTTTVATTLSPSTCTSTAKNG

GOE #77 return to main table
SSHO11l 912C
MIVMKRLQAFKFQLRPNGQQERDMRRFAGACRFVEFNRALALONENHEARNKYIPYTQMASWLIAWKSAPETQWLKESPSQPLQQSLKDLERG
YRNFFQKRDLGRDHATEHVSR

GOE #78 return to main table
SSH14 912C
LSNEYSPDCAAAKECHQLTVGDYEDWHVPTLEEALSVIGADEFWYWGESGHWIWTCTPDLPGFERPPGQVLRSLIWLLLWKISSKRMLYPAM
YADAFSMMAMRPMAGNSSSSNRHWYLKTSAATTLQLVHVQYKKLLKKKIQKLTELVNIGRLHHHIDAHALFAHVAQIEDLPGRPLIRAAARA
GLALLVWSEFRG

GOE #79 return to main table
SSH15 912C
MHFIKNYDARQITKMISENGIKITLKEIKSILQONKEKKSQ

GOE #80 return to main table
SSH16_912C
LKPELASNNASLESDLIEKKKAEIKKKQEEEQAQIKAIEEDLPGHAPGRMAALASARPRSVDLTDMQS




GOE #81 return to main table
SSH21 912C
MLHFNAVGRTPFVERYKCALHDAIRAAARAGTRITQKRRKVRQYSQFNDALEGFPCEKYLGRDHAIICALLLMGACTKEKVPSTSEYLGRTT
I

GOE #82 return to main table
SSH26 912C
MPISLLTGIPGGGKTALMMERLVEESKRAERPLFAAGIDGLQPGLATVLEDPRQWNAKDAEGNYLVPNGAMIFIDEAWKWEGHLHDASRQPT
PHYVLETCPGGRSKPGQVFLQCRVCLVENGIYYQTKRF

GOE #83 return to main table
SSH30_912C
MDATEKQVANFAKVRTKIIEPAVKELTEKDGWIIQWVPVKAGRKVKALRFTFMRDPQGSLQF

GOE #84 return to main table
SSH31 912C
MATKEERLKALELKQAQIKAQIQAIKARDTAQERKDDTRRKVLIGSVVLKTSAATTL

GOE #85 return to main table
SSH33_912C
MTTSRALRLGENPTSNVAPVGNACSSIAPAKSRVGEGGDLGRDHANAPGRMAAGLAWSRPRSPSTSTAKDIAVKERVDRMAILVHQRNEIFS
KLKYFETSGDEAALERIQSELRSIDREISLISDTONEDKYSIYNGNKESQQSKSEEIT

GOE #86 return to main table
SSH36_912C
LDLDISLRROQWTVDRERNFYLYEGGLTGNPAYEGVVYYCFYLYLNGTKFIVELDDEGGGSLVFEDNPYVVVWNKLVSIKVMPHDQVSSLKRV
PPAAWDTPDAPQPLLONYSLNQFISIFKEAVTIVNGAGNSNRNIHHPIVVREGF

GOE #87 return to main table
SSH39 912C
VIGDFMLTQEQIDEICEMLGGPFSFLWGYIENAYATLPQOQPDPASFEERKKDFLFLIGKLLDEGRLKLAKKGKFMTGTTEEQVEMFRKSFPA
SDEGMLLGAWFFADERPAGAVWVFKGEGENGEDYYEWT

GOE #88 return to main table
SSH40_912C
MRSLPVATTMPHDASMEARIVQLETIIPTLATKADVESLRADLPRPRPRYRAAARAGK

GOE #89 return to main table
SSH53_912C
LKVEVIRRELVNLLTALCTEAGSNLEVLALDIQHDHRVTVVEQVGNHDANALTRACRCGQEHELLATEEQKILVLEFSYKNGWVLIIREFVRL

GOE #90 return to main table
SSH65_912C
MYLPGRPLEPGQVPAFGRIGVDALVEVERCLAVFLGIAK

ORF91 return to main table
SSH71_912C
VYWLWRRENITRRLKLODIKQLFFCILCVSHIAVSPKRLRNNALLDFIKKTFEPWRVITILSPPDSSGRPGRSQQIFLLISANTSQVAGLKL
PDLKDR*

GOE #92 return to main table
SSH72_912C
MTQHGNKLASKDTAQRGVDMWNEFFGKSASVADITITRQEDFIKWLAEHGYTEGYCRRILGIGKSALNRSWKRGEITQVPFVELPRIGEPYP
HYASREQIVCLLNTDMPEHIWAYFLIRLCTACRGDAARGLQRFQIDTDASVVAAEVPRLYAMV

GOE #93 return to main table
SSH73_912C
VEARPHSIIEADIIIKEGAKIDEFSAISTGAVIGKKAYIGRNVSIGKNVSIGEATQIYNSVEIGEDTTIGSNVVIYINCKIGKGVIISDNVR
IGTDVEVYPHSSIANNIIVPDNAIVSGECPRPRPRYSSGRPGRSMH




GOE #94 return to main table
SSH75_912C
MSTKEQAPVLNKLARLPQTFVEAAVDFEKSKIEEIKRSRKIAWITASVATVICSVSILAFLVALLTRSEPEPTILQVDKSTCPGGRSNCVPC
VTPKTTTMKSSTSIGSSGRPGRYLRRLRLVHD

GOE #95 return to main table
SSHO1 Fb7
VTAYKKKPSEVGTWLKDEDQEITRGSVKLLREFLEEKMDQKETIDAEPEGNDAQQWVDNDSDANGKVVKAAKEVDPNKFERPPGQVLRTPCS
ISSDEASQ

GOE #96 return to main table
SSH02_ Fb7
MKHRVLVMNGQKIVONEQTPGKWHTEHVDKAGLLKPGIYNIYAATVADKAKEHEGTIVHVDKQAIYQQIGKQFVKHECIDFYKIPEIGGVKR
TAYDQSTGRAQVDVASEKLAKKRSR

GOE #97 return to main table
SSHO5_Fb7
MEAIAEALKVPLTILLEYTDLDRNNLDMIDSRTQGLPPGYERVFAVLPEHQAFIVKKWSKAAQKKLAGD

GOE #98 return to main table
SSHO6_Fb7
MODEENHGSVSARAIEKLRRDLGPVVMGALNDPETGEVLLKTFF

GOE #99 return to main table
SSHO8_Fb7
MDAISVVAAEVSSSGRPGRYLGLKPDNITKAGTVIYRVGSTAIRDDGDLLNVSHGAGDYGVEAALRMAMY LGRDHATVKGSDEFKKRVVQIA
AAARLNISFDDEVLDKRRKQLVSDAAVIVKLTDAMLSDKTAQFTQAQASRVGAFQEDALSEYDAAISRSINLANQEQINEQQRTRAKHYFVQ
RWSDRGGPNSRRDGHATRIRSGGNCQHDQSDILYDCL

GOE #100 return to main table
SSH11 Fb7
MRMQLDNTALAVMAGLKSVVAAEVPPNEMETVQVLGRVIDRGGSGGL

GOE #101 return to main table
SSH14 Fb7
MSKHEDFKGTKASMITLTKQEEKLLEAATAT

GOE #102 return to main table

SSH15 Fb7
MDYYATEQPLPNDWKELYILTSAITAVEKAAVRKIIERFFTIAEDGLHHNERVDKEIAKAQRRMVASRENGKKGGCPKKHSKNPAGSENTVE
SEPKDNPAKTQQPPYSGVLRPRPR

GOE #103 return to main table
SSH17_Fb7
MPYSPATIANYFLOQRASKEGRALTPMQVFKLVYIAHGWHLGFRKEPLIDEVVEAWRHGPVISSLYRKMKQYGSGGITELLPVNPFSWATASW
SNPVSKIDEKSAEILDSVWNGYGHFGGIQLSEMTHKEGSPWWQVWNGPKRKETGVINLTINDDLIQEFYEQKIKAHKHGELYEKYRSNPDLG
RDHASIHQYSHRDGTE

GOE #104 return to main table
SSH19 Fb7
MSISQVGLGLFRVWRGTSAATTLHAPGRLAAEISVVAAQVLRGRRHLFSTASSDDQHGADY

GOE #105 return to main table

SSH23 Fb7
MIKVETRKPGEGMSFKSLGGPFAVSSVPVTDPAVLGNAYRKKRLLLASIRKLAKDLNLVKSKFEDLDYEECGIEMYLERRYVARCIQEAHEY
MARFLGDIEGGVNV

GOE #106 return to main table

SSH31 Fb7
MSFTGILKKTRVPISAFVFIFAGTAYAQLQVYDAANISTSIQNHVESIAKWKQQFEQLKQQIDQHQOKQYEAITGSRGMGALLDNSALKASLP
SDWKQVPARASVVAAEVLSAG




GOE #107 return to main table
SSH32_ Fb7
MGYEIQGILDHRRVHELAKVNGDLGRLGGLLKLWLTNDARVVDFTPATIRNLLRKIEVTQDEIRAVMTQVVCK

GOE #108 return to main table

SSH33 Fb7
VVAAEVLDAALEVQATQALNTRSEADKTYHLLISFREGENPAPEILEVIESRVCAALGYADYQRVSVVHHDTDNLHIHVAINKIHPKRYLPG
PHPLHELPAVWPRE

GOE #109 return to main table
SSH37_Fb7
MDYFKMMAIQSKTAPEDFTLQTAIHALEDLLNEGKLTEKQIATLVGIGAIIYREGFKQFQAGMHTNMEFLSKEFKNQE

GOE #110 return to main table

SSH39 _Fb7
MHESVQHCAHAPGRLAAGFRAAARAGTAAAPRHDMNKNQAAMHVEASKEFIATNMOQALONQPNMADKSVEDLTKLAYWRGIVAEENKLQPKAV
QODEAIARFDKQAADPQFLKRLNQETEPKIHDRTTERVQQRDTHEQSL

GOE #111 return to main table

SSH25 36f
VNKRQLIAAIVEKSGIKLTEDDPAFLLVDLNLMMLEKQTSEAAKQLEAATEKFNAVTTHNVDDFVSVANEALSKFMOQRTNEIKSSLDDLSKK
LAQVANVTSTSSAHEVTKISHRSELLWW

LVPRPRPR

GOE #112 return to main table
SSH32_ 36f
MLLNTNNIAVNRPAAEAGLEMLEAGGDFADGVIAYDGTWLGAETFVSFDKKAVSLLTKHGHAARLL

GOE #113 return to main table
SSH35_36f
LORSKCLEKCPDVTGTKVGTREEKRREDIKTKNNKIPDGILSASLDSEAPDIGEEHQNQKKPPLSDRIPYLGRDHATIAWSRPRYPAYTQWCK
ESGVYALSKVRFLGELERCVPKFRNKRVARTVDGKRRELVVIQGIGLIDAGI

GOE #114 return to main table
SSH36_36f
MLNFRFMVDDGFRADSHVLANENGISDTGILSKDGIVKNLDKVPDGYGFAYGNRIINVTMTTYI

GOE #115 return to main table
SSH38 36f
VVFADFTGELVKVVAPDIGNVRVQILDFPLLFLPVCAELYFAA

GOE #116 return to main table

SSH11 187b
MGESRVNLDYPDVIRSVEYTEAFIRSLIGFVPQKGRLKPITGCGDSMIPVIQPGEVVLVDTGIQSFDGDGIYLINIGHGQQIKALQDRGDAV
YVVSANPLYQPVPFPSEGFIGGKIYIKNKIEREN

GOE #117 return to main table

SSH18 187b
MWINLNISADTDVIRNNDAFADLAININNHITADGRVFESYFDAVVDLCRFTNRDVFANGDVAPNIGFFTDHCACADRGKEFINLGSFENDDVR
LND

GOE #118 return to main table
SSH22_187b
MYWRISKEKFAELDADNRIWWGKDGNNTPRLKREFLNEVKQGIVPQTLWTYSNVGHTQDAKKQLLDVLQFESSSDVESTPKPVPARASVVAAE
VLLEALSKGLSQLRARPVTW

GOE #119 return to main table

SSH32 187b
VOQFERVRVADRSGEVLYDSDIQSNKQPNALEALAASRKLTDIKLAEITKAWSAVEAVARQRNASFAYLEAVSGHVQRLDDMQKERIHGHAMN
KLDENAATLVHDARYAQHTRSELAKAATLGPGGRSNAIAWSRPRYRTQCWWCCCFEFA




GOE #120 return to main table
SSHO3_56a
MGDGYESDAPLEIIDYLEVKESWALLNLPRPYDRVKIIIGRGNSNAPLINDGDLVEFVDTSINSFIGEDIYVEFNWNGKALIKRLAVNLKTNTL
RIISANPDWVPARAAARTSVVAAEVPTSIVLNATRYTGKSDA

GOE #121 return to main table
SSH12 56a
MPYPASRYAVMDSISIKYLGRDHANPSASSVVAAEVEFQKYSQGSPMDKLHKVGLSCSVVAAEVQEKR

GOE #122 return to main table
SSH21 56a
MALMRDADKSTSSRTQELFDLAKSSHSKDKGIEQEL

GOE #123 return to main table
SSH22_56a
MKKLNVTLKIMCNTKLOQHTQKQASRISYKNONAIPPMRKIVDLKIVFPQYKLMP

GOE #124 return to main table

SSH27 56a
METIGSRVRKEREAQNINRSDFAKKTGIGYSTIAELERGGMQTTTKLRLIADALGVSLRWLETGKGEKIEATTATKSIATEKISQHYIRVEH
LDAEAGMGESRVNLDYPDVIRSVEYTEAFIRSLIGEVPARTAARKLAAIRAGSMITWSRPRY

GOE #125 return to main table

SSH34 56a
MNKKKIAIAVLVLLLLAMVSVLVMLYMSSGLLVKYLNLGDLTPHLSLPLDLAKFGTKKEKGFGIIAMVVSVGLPVMLFGIIGYAALAPKKRE
LHGSARFATRRELVKSGLLQSDKPDDQYPSILVGKQDKDFLEFFRGQQFMFLAAPTRSGKGVGIVIPNLLHYRDSVVVLDIKGENFEITSGEFR
AKCGQEVHKFAPDDENFQTACWNPLAYVRNDPRFRISDLMSITNILYPPSDDVWASTAERPVSWSGALHHGDV

GOE #126 return to main table
SSH04_Cv21
MCASGVTRFNISKKRFLKVCIPIPSTAIQYEIVKVLDTFTTLEARRRQYQYYRDALLRFGEGRDAATRVRWVTLGEIGSFIRGVGIQKSDFEI
EFGAGCIHYGQIHTHYGTWADKTKSFIRSDFAARLRKANTGDLVMALRAKMMMHSVVVAEVC

GOE #127 return to main table
SSHO5_Cv21
MVAVSLQSLCELVWVLRSRYGAARTDIAAALRMLLNTNNIAVNRPAAEAGLEMLEAGGDFADGVIAYDGTWLGAETFVSFDKKAVSLLTKHG
HAARLL

GOE #128 return to main table
SSHO7_Cv21
MVDYKPLTDNEVRDTAVAYYTERQGKSLAKENPIIVLVGGQPGAGKSTASSMVKAETCPGGRSNSVVAAEVCVVMKHGITSWP

GOE #129 return to main table

SSH12 Cv21
LALIRSILRRAFDIWLWIDRCPHISLFPEPTKRVRWLTPVQARSLLSELPLHQRAIVIFALATGLRQANVLKLRWGQVDLVRKVLRIPADQA
KGRQAIRIPLSFHALQVLQAQRGQHHEWVFTYCGRPIRWVNTRAWHQALQRAGIQDFRWHDLRHTWASWHAQAGTPLYVLQDLGGWQSESMV
RRYAHLTPSHYSAYAEAVTEFLP

GOE #130 return to main table
SSH20_Cv21
MKKAIGGAVAMTILLAGCGRKTDANEKNFGTAVGQYLDKKGDLCLNITKWPVDVNDMDLRLOKSMPTGTAGRMAALEAVGLAKSEYTEVQGT
GEFDGKPTGVKFKVKRYALTDAAKPFERQQGVERVDLNGRTKETQTDLCWGKKALDKVVKWEGPMKEFGDYHGRGRGTCTRSTAWPIGRKSRKS
WQPSPMSDKSRKMLARKSSSTA

GOE #131 return to main table
SSH26 _Cv21
MAGLRPVQIWVPDTRRPDFAEECRRQCLLVAQADSADTATHQFMDEALADVDCWAE

GOE #132 return to main table
SSH27 Cv21




VVAAEVNKSAGELLADLNKSAGELRADFEKAQKENRTWMLATAIGLFAGILGVGGEFVVGSIKGSYQALPAQSPPITIIQVPAQALQPPPQAAK
QP

GOE #133 return to main table
SSH33 Cv21

LNAAQRSLANSNRSLQQGQERTFIVWTRIDNPNGVFANIDSPATDOMGYSGIPGYVDTHFWQRFGSAIMLSLIKDFSQAYSQRVANRSNTGT
TVIQPYANTTQATQDMGAEALRNSINIPPTLVVLPATAVNVMVARDVSFENVENLVE

GOE #134 return to main table
SSH36_Cv21
MQCVLPIVPINNHAPRPIFNDDVCQAHMHGTEFFEFNAQQVQTGSTTGDKAEVLVNNLPTKR

GOE #135 return to main table
SSH45 Cv2l

VRQEVILAELKAKGYKTTLKGFRNLLYRARIRAAQNPEKFQTKVEQKNEKEDAQLLAKKSENKKEEVSKNPLKKKAGEFDFKGTNSFDESDLI




