ATCTCGTGCTCTGACCTTGTCGCTGCCAAGCCGCAGCGACGACCCCGCCTTCGGTTCCAAGCTCGCCCCC

GTCTGGCCCCGCCCTCTCATCAACTAATCCCGTCTTGAAAGAAATTCCTAGAAAAGAAGTTAGGAAAAAG

TGGAGCATAGCAGAAAAGGGGTAGAGTTTGAGATGGAGAATGGAAATCATGAAATCCCTGAGGATGCCAA

M E N G N H E I P E D A N

TGAGCATTGTCCAGGGCCTCAATCCGAGTCCGCGGGGAAGTCCGATTCTTGCGAAGGTTGTCCTAATCAG
EH C P G P QS E S A G K S D S CE G C P N Q

CAAATATGTGCTACTGCTCCGAAGGGCCCTGATCCTGATTTGATTGGAATAGCTGAGAGAATGGCCACTA
a 1 ¢ A T AP K GPD®PODUL T G T A ERMAT

TCAAGCACAAAATATTGGTTTTATCTGGCAAGGGTGGTGTTGGAAAGAGCACATTCTCAGCCCAACTGTC
Il K H K I L Vv | S GG K 6 6 V G K S T F § A Q L S

ATTTGCTCTTGCAAGCAAGGACTACCAGGTTGGCCTACTTGACATCGACATCTGCGGCCCTAGCATCCCC
F AL AS K D Y Q0 V 6 | [ p [ p | € G P S I P

AAGATGCTTGGCCTGGAGAGGGAGGACATCCATCAGAGCAACCTGGGCTGGTCCCCCGTCTACGTTGATT
K m L 6 L E R E D T HOQ S N L G W S P V Y V D

CCAATCTTGGTGTGATGTCCATAGGCTTCATGCTTCCCAATCCTGATGAGGCTGTCATATGGAGGGGACC
s N L G VM ST GF ML PN®P DEAV I W R G P

TCGCAAGAATGGTCTCATCAAGCAGTTCCTGAAGAACGTGAATTGGGGCGAGATTGACTATCTAGTGGTG
R K NG L I K 0 F L K N VN WG E I D Y L V V

GATGCCCCACCTGGGACTTCGGATGAACACATATCGATCGTCCAGTTTCTTCAGGCCTCTGGGATTGATG
b AP P GT SDE®H T S I Vv aF L Q A S G I D

GCGCAGTCATAGTTACCACTCCACAGCAGGTGTCTCTAATTGATGTCCGTAAGGAAATAAGCTTCTGCAA
G AV I v 1T 1T FPOQQV S L I DV R KE T S F CK

GAAAGTTGGGATCCAAGTCCTTGGAGTTGTGGAGAACATGAGCGGGCTGAAGCAGCCTGTGCTTGATCTC
K v 6 I a v L GV VENM S G L K Qo P VvV L DL

AAATTTGAAAGACTGGTTGCAGGTGACAAGGTAGGTGCAGTTGAGGATGTCACTGAGTGGGCTCAGAGGT
K F E R L V A G D K V G AV E D V T E W A Q0 R

ATATAAGGCAGAATGCGCCAGAGCTATTGTCTCTCTTTGCTTGCAGTGAGGTGTTCGATATTAGTGGCGG
Yy I R 0 N AP E L L S L F A CSE V F D I S G G

TGGTGCAGCAAAGATGTGCACTGAGATGGGTGTACCGTTCCTCGGCAAGGTGCCTTTAGATCCTCAGCTC
G AA K MCTEMSGV P F L G K V P L D P Q0 L

TGCAAAGCAGCAGAGGATGGGCGGTCGTGCTTCGAAGAAGACCAGAAATGCAGATTAAGTGCCCCGTCTC
c K AAAE DGR S CF EEDOQOQ K CR L § A P S

TCCTGGGAATTGTTGAACAACTCATTGCTTCTCACGAGTAGTTCATGTCACAGGGAAAAAATACAGATTT
L L 6 I v E 0 L I A S H E

GTTGCTCTATCATATAAACCATAATACTCTTCTATTGAGTTCCGCAGCCCACTTTAACTGGTTTATTTTA

AGAAATCGAAAAAAAAAAAA 1350
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Figure 3-5.

CTCTCTTTTCACTATATGCTTCCCTTATCTGTTCCCCCATGGAGGCACGAATTAAAACGCTCCCTGTGGG
L s FHYMLPL S VPP WRHEL KR S L W

AATCCTATGTCCTCGCCAACAAGATCTTCTCCCAGAAGGTCATTGAGGTAATCAACCCTGAGGAAGATTA
E S Y v L ANK I F S 0K Vv I E VI NP E E DY

CGTCTGGATTCATGATTACCATCTCATGGCTCTCCCCACCTTCCTCCGCCGCCGCTTCAATCGCCTTCGG
v w I H DY H L MAL P TF L RRRFNRLR

ATGGGATTCTTTCTCCACAGCCCCTTTCCATCGTCTGAGATCTACCGCACTCTCCCTGTGCGCGAGGAGA
M G F F L H S P F PSS E T Y R T L P V R E E

TCCTGAAAGCTCTTCTCAACTGCGACCTCATTGGCTTCCATACCTTCGACTATGCCCGCCACTTCCTCTC
I L K AL L NCODUL T GFHTF DY ARHF L S

CTGCTGCAGTCGGATGCTTGGAATGGAGTATCAGTCCAAGCGTGGCTATATTGGCCTCGACTACTTTGGC
c ¢ s R ML GMEY QS KRGY I GL DY F G

CGCACCGTCGGCATCAAGATCATGCCGGTGGGCATTCAAATGGCGCAGCTTCAATTGACACTTTCCCTCC
R T v &1l K I MmP VI aoMAOQLOQL T L S L

CGGACAAGGCCTGGCGTGTCTCTGAGCTCCAGCAGCAGTTTTTTGGTAAAACTGTTTTGCTTGGTGTTGA
P D K A WR VS EL Q0OQCOQF F G K T VL L G V D

TGACATGGACATTTTCAAAGGCATCAATCTCAAGCTCCTTGCATTTGAGCAGATGCTCAAGATACATTCC
bmMD I F K G I N L K L L AF E QML K I H S

AAGTGGCAGGGGAATGCGGTTCTTGTGCAGATTGCTAATCCTGCTCGGGGCAAGGGAAGGGACCTTGAGG
K w a6 N AV L V QT ANPARGK GR D L E

AGATTCAAGCAGAGATTCGGCAAAGCTGCAAAAGGATTAATGAGCAGTTTGGTAATGCTAATTACAACCC
E I a0 A E I R QS CKR I NEQF GNANY NP

TGTTGTCTTCATTGATCTCCCAATCTCCCTAGAAGAGAGGGTTGCGTTCTACACCATTGCGGAATGTGTG
v v F 1. DL P I S L EERV A F Y T I A E C V

GTTGTCACAGCAGTCAGAGATGGGATGAACTTGACACCATATGAGTACATTGTATGTAGACAGGGGATTA
v v T AV R DGMNL T P Y E Y I V CR Q@ G I

TTTCTGGGTCTGATTCCAGTTTGGAGGCTGATGGTCCTAAGAAGAGCATGCTTGTGGTCTCCGAATTTCT
I s s DS S L E ADG®P K K S ML V VS E F L

TGGATGCTCGCCTTCTCTGAGTGGAGCAATTCGGATCAATCCATGGAACACTGAATCAACTGCAGAGGCC
G ¢ s P S L S GA T R I NP WNTE S T AE A

ATGAACGAGGCAATCTCTATGAGTGATGCGGAGAAGCAGCTGCGGCATGAAAAGCATTATAGATATGTGA
M NE A T S M S DAEK QL RHEK HY R Y V

GTACTCATGATGTGGCTTATTGGTCCAAGTCCTTCATGCATGACTTGGAGAGGACATGCAAGGACCACTT
S T H DV A Y WS K S FMHDL ER T C K D H F

TAAGAGGAGGTGCTGGGGGATTGGTTTGGGATTTGGGTTTAGGGTGGTTGCATTGGATCCCAATTTTAGG
K R R C WG I G6GL GF GF RV V AL DPNF R

AAGCTTAACATTGATGCAATTGTTTCAGCACATGAGAGGGCTAAAAGCAGGGCTATTTTGTTGGATTATG
K L N T DAT1 VvV S A HERAK S RA T L LD Y

ATGGCACGATGATGCCACAAATGCCTATTAACAAGACTCCAAGTGCAGAAATTATCTCTATTATCAATAC
D 6 T M M M P I N K T P S A E I I S I 1

ACTTTGTGGTGATAAAAAGAATGTGGTCTTTATTGTAGTGGTAGAGGAATGGTGTAACTTGGAGAAGTGG
L ¢ G D K K NV V F I VVVEEWTCNILE K W

TTCTCCCCTTGCAGGAAACTGGGGCTTGCAGCAGAGCATGGATACTTCACGAGGTGGAGTCGCGATGAAA
F S P CRKL GL AAEMHGY F T R W S R D E

GTTGGGAAATATGCAGTCAAAGCTCTGATTTTGAATGGATGCAGATAGCTGAGCCTGTGATGAAATTGTA
s w & 1 ¢Cs o s s DF E WMOQTI A E P V MK L Y

TACAGAATCGACTGATGGATCCTATATTGATAAGAAAGAGAGTGCATTGGTGTGGCACCATCATGATGCT
T E S T DG S Y I DK K E S AL V WHUHUHDA

GATCCTGATTTTGGATCAGCTCAGGCCAAGGAGATGCTGGACCACCTTGAGAGTGTACTTGCAAATGAGC
bpPDFGSAOQAKEMLDMHLE SV L A NE

CTGTTTCAGTGAAGAGCGGCCAGTTCATCGTTGAAGTCAAGCCTCAGGGAGTGACCAAAGGTATTGTCGT
p v s v K s G 0 F I V E VK P Q0 GV T K G I V V

GGAGAAGATCTTATCCTCTATGGTCAACTACAATAAACAAGCAGACTTCTTGCTTTGTATTGGTGATGAT
E K I L §$SsS MV NYNKOQOADTF L L C 1T 66 DD

AGATCACATGAAGACATGTTTGAATGCATCAGTGCTATCCTCTCCAAGGATCTTGTTGCGCCAAACACAA
R s HEDMTFET CTI S AT L S K DL V AP NT

CAAGTGTTTGCTTCCACAAGTGGGACAGAAACCGAGCAAAAGCAAGATACTATCTTGACGACACGGTCGA
T S v C F H K W DRNRAK AR Y Y L DD T V E

GGTGACTAACATGCTTGGAGCACTTGCAGATAGCTCCCAGCCATCTTCACCTATTTCTGATGTTAAACTG
v T N ML G AL ADS S o P S s P I S8 DV K L

GAATCTTTATCTTTCTCTGAGATGGCTGCCAAGCCTAACATGTCCACCTAAAAACTGATGGTGATTGTTA
E S L S F S EMAAK P N M

TTATTCAGTTGATCAAGAAAACTCAAATTGCTGATGAAAAAAAAAAAAA 2219
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At _TPSP 1 H&SRSYTHLLDLLSGN?PVHG ---------------- RER--RREPR?HTVPGH&SEFDE
Stub TPSP 1 MMSRSYTNLLDLASGNFPVMG---------------- RERDRRRHSRVHTVPG?%CELDE
Osat TPSP 1 MFSRSYTNLVDLANGNLSALDYGGGGGGGGGGNGAGGRPPRARRMQRTMTTPGTLAELDE
CyPP_TPSP B e e L L LR L R b LE LR LR Lt
At TPSP 43 DQAYSVSSDNPSSVSSDRMIIVANRLPLKAEKR--NGSWSFSWDQDSLYLQLKDGLPEDM

Stub TPSP 45 DQAVSVSSDNQSSLAGDRMIVVANQLPLKAKRRPDNKGWSFSWNEDSLLLRLKDGLPEDM
Osat TPSP 61 ERAGSVTSDVPSSLASDRLIVVANTLPVRCERRPDGRGWSFCWDEDSLLLHLRDGLPDDM
CyPP_TPSP 1 mmmm e e m e e e e e e e e e e

At_TPSP 101 EILYVGSLSVDVDSNEQDDVAQILLDKFKCVPTFFPPDLQSKFYDGFCKRQIWPL
Stub TPSP 105 EVLFVGSLSVDVDPIEQDDVSSYLLDKFRCVPTFLPPNIVEKYYEGFCKRHLWPL
Osat TPSP 121 EVLYVGSLRADVPSAEQDDVAQALLDRFRCVPAFLPKD RFYHGFCKQTLWPL
CyPP_ TPSP 1

At _TPSP 161 PFSA-DHGGRFD
Stub_ TPSP 165 PFSP-DHGGRFD
Osat TPSP 181 PFTS-DHGGRFD
CyPP TPSP 8 PLSVPPWRHELK

At _TPSP 220
Stub_TPSP 224
Osat_TPSP 240
CyPP _TPSP 68

At _TPSP 280
Stub_TPSP 284
Osat_TPSP 300
CyPP_TPSP 128

At _TPSP 340
Stub TPSP 344
Osat TPSP 360
CyPP_TPSP 188

At TPSP 400
Stub TPSP 404
Osat _TPSP 420
CyPP_TPSP 248

At _TPSP 459 ESD--FSG
Stub TPSP 463 ETDSGVGE
Osat_ TPSP 480 GS--GDDG
CyPP_TPSP 308 DSSLEADG

At _TPSP 516 F KRCWEMGI ALDEP sIipc
Stub TPSP 522 ] M : : ) p SIDD
Osat TPSP 538 =} : : R W RNFKELTVDS

CyPP_TPSP 367 ALDPNFRELNIDA
At _TPSP 576 SDYKRA MPON CEDKKNSIFIVSGRGRES
Stub TPSP 582 AYIKS \ N s SGDENNT SGRGRES
Osat TPSP 598 TDYKNS TINE VK IMNALCDDKK SGRGRDS
CyPP_TPSP 427 SAHERA MMPQ} CGDEKK VEEWCN

At_TPSP 636 KIG: K ETCG@S G s
Stub_ TPSP 642 L E VCcsQT L. DA
Osat TPSP 658 I B 3 QLNNQC G J A
CyPP_TPSP 487 L EICSQ@S E s

At_TPSP 696
Stub_TPSP 702
Osat TPSP 718
CyPP_TPSP 547

At_TPSP 756 IFSSMAGKGKPV ATGNAMSKRLLCD-NALVFACTVGQKPS
Stub_TPSP 762 JFTSLAVKGKL GDALSRNIISY-DAKVFACTVGQKPS
Osat_ TPSP 778 ILSTLTENKRQ e ;DIgngsgvnp-QTSﬁxAcrveoxpa
CyPP _TPSP 607 ILSSMVNYNKQ L CESAILSKDLVAPNTTSVCFHKWDRNRA

Figure 3-6.
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