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: GTTCAHAACACCAACAAC
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40 * 60 * 80 * 100

GLICE

T CHALE G :
ATGacaaTg C CAtc cT taT tTttTgGca TCtT aCa TtCTGGCACTAA TAaTGTgGcCTCaGgagCcACAGaGGCgTGCtTaCCAGCAggCe
* 120 * 140 * 160 * 180 * 200

[FAAGGAAGAIT GGRIIATGAATEETAAAGTTTTACCAGTATTCATTGABAGATTCCTCCACATATTCGAATGCAGCATATATGGCTTATEGEATATGCECTCAAA

* 220 * 240 * 260 * 280 * 300

AaccAAACT GGETCTGTcgGaGGaCAAACEGATAT TCgATtgAtTATAATaATTCC TGTGTTAgttCaTCAGGCACATETCCtTGECCTCAAGAAGAT ’
* 320 * 340 * 360 * 380 * 400

T TATGG AA TGGGGATGCAAAGGAAT GGTGCTTGTTCTAATA TC A AATTGCATACTGGAGTACTGATTTATTTGGTTTCTATACTACCCCAA

* 420 * 440 * 460 * 480 * 500

CAAACGTAACCCTAGAAATGACAGGTTATTTTTTACCACCACAGACGGGTTCTTACACATTEAAGT TTGCACAGTIHGACGACTCTGCAATTETATCAGT|E
CAAACGTAACCCTAGAAATGACAGGTTATTTTTTACCACCACAGACGGGTTCTTACACATTECAAGT TTGCHACAGTEGACGACTCTGCAATTETATCAGTEM
CAAACGTAACCCTAGAAATGACAGGTTATTTTTTACCACCACAGACGGGTTCTTACACET TIRIS T T TGCAACAGTAGAIGAI TCTGCAATTYTATCAG TS
CAAACGTAACCCTAGAAATGACAGGTTATTTTTTACCACCACAGACGGGTTCTTACACATTEAAGT TTGCHACAGTHGACGACTCTGCAATTETATCAGT|ES

CAAACGTAACCCTAGAAATGACAGGTTATTTTTTACCACCACAGACGGGTTCTTACACaTTcaagT TTGCtACAGTtGACGACTCTGCAATTCTATCAGT

* 520 * 540 * 560 * 580 * 600
AGGTGG TONA®EGCGCT TCWASTGT TG TGCHCAABAECAACCECCEATEACIATCIIACEAACT
CGGTGCTANCETTGCGTTCEAATGTTGTGCACAAGABCAACCTCCIAATIACATCBACIXEANT

UACATEAGIGGTATAAGCCATGGIATCRAAGTE
C ATCAATGGTATCAAGCCATGGaATGGAAGTC
NATGBAAGTE

CGGTGGTa cattGCGTTCgAaTGTTGTGCaCAAgAaCAACCECC ATCAC TCgAC aAcTT AC ATcaatGGTATCAAGCCATGG aTGgAAGTc c ’

* 620 * 640 * 660 * 680 * 700

CCTGATAATATECACAGGBACTGTCTACATGTATGCHIGG

GtGTGacAcT CCaGATGG ACtAC GTtAGTGATYACTTtGAAGGGTACGT TAt C TTTGAC A A CTaAG CAgtC AA TGTAC aT CC GA ’

* 820 * 840 * 860 * 880 * 900
CCCTTCAAATTATEECTELICAGTACEACHAE CCATGGACCGGTACTTHCACTTCTACATCFACTGAAATGACCACEETCACCGETACCEH
AaT CCATGGACCGGTACTT[@CACTTCTACHTCFACEGAAY TGACCACRGTCACCGETACCHN
CCTTCAAIINCATACTINGIIAGEACTALL®AS: CCATGGACCGGTACTTIICACTTCTACATCEACGAEATGACCACEATCACCGATACLIES
: CCCTTCAAATTATACTGTCAGTACTAOCﬁT CCATGGACCGGTACTTHICACTTCTACATCFACTGAAATGACCACEGTCACCGGTACCEH

CCCTTCAAattATaCTg cAGEtACtAc A AACTACaAC GA CCATGGACCGGTACTTtCACTTCTACaTCtACtGAaaTGACCACcgTCACCGgTACC

* 920 * 940 * 960 * 980 * 1000
$E CCAACTGACGAAACCETCATTGT[®ITCAGAACLICCAACAACTGCTAGCACCATCATAACTACAACTGAGCCATGG

[ECCAACTGACGAAACCIITCATTG TR TCAGAACIACCAACAACTGCTAGCACCATCATAACTACAACTGAGCCATGG

AALI
AACGGCETIJICCAACTGACGAAACCETCATTGT®WATCAGAACLICCAACAACTGCTAGCACCATCATAACTACAACTGAGCCATGG
AACGGec t ccaactgacgaaacc tcattgt tcagaac ccaaCAAcTgctagcaccatcataactacaactgagccatgga gcactt ac t

* 1020 * 1040 * 1060 * 1080 * 1100
CTACT TCTACCGAAT TGACCACAGTCAC ceﬁ ge, ACTRSTG
CTACTTCTACCGAATTGACCACAGTCACEGGIACCAATGCMITECE GAAACEATCATTGTRE TCAGAACACCAACAACHIGCPARBACE :
---------------------------------------------- GAAACIIETCATTGTI®ATCAGAACHCCAACAACAGCACEACHYICATE

BIC TACT TCTACCGAAT TGACCACAGTCACLIGGEACCAATGGIEETIACE ASIACHEE
ctacttctaccgaattgaccacagtcac gg accaatgg t ¢ AACTGA GAAACCATCATTGT alCAGAACACCAACAACaGC A AC  CAt

* 1120 * 1140 * 1160 * 1180
GEACTTTJACCTCTAC] TCTACTGAC AGTCACCGGIACCAAIGGTTIECCAACTGANG
A G A

GEACTTT®ACCTCTACETCTACY TGACYACHATCACLIGGEACCAARGGTE
GUACTTTE®ACCTCTACATCEACLUGAEATGACYACUIGTCACEGGFACCAABGG TEYACCAACTGASG.
A U

* 1220 * 1240 *
GTCATCAGAACACCAACAACAGCEAGTACEIE[SCATTE LEAECCATGGA
GOTEGC‘.CAT AACTACEA CG” CATCTAC
GTCATHAGAACICCAAC [EAGGG TTGAT TACTCANeTA CGAACCATGG CETCTAC
GTCATCAGAACACCAACAACAGEOAGTACEIEECATIEACTAC TC& T
GTcaTcAgAACaCCAACaAc Gc a tac  cAt ACtAC AC A CCATGGA CG ACTTT ACCTCTAC TC AC GAa TGAC AC GTcACcG

G ACTICTGGCACTAAGTAETGTEGECTCAGEBAGCCACAGAGGCCGTGCTTACCAGCAGGCCHN
G ACAGTIICTGGEACTAAYTAATGTEGECTCAGGAGCCACAGAGGCGTGCTTACCAGCAGGCCH
eECETIICTGGEACTAAYTAATGTEGECTCAGGAGCEACAGAGGCETGCIITACCAGCAGGCLS

A :
agAGGAAaAgTGGOATGAATaTAAALTTTTACCAGTATTCATTGAaAGATTCCTCCACATATTCGAATGCAGCATATATGGCTTAtggATATGCctcaAA

CEATIEA®GG TATEGAAGCCATGGHETGBAAG TLRESHES

AC LA :
CTG CCA :

S GCACT TIRIACE THE
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: 1100
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: 1065
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: TGAAGGTCTAATCAGC

* 1320 * 1340 * 1360 * 1380 * 1400

GTACCAAGG C"CCAACTGATG"ACTGTCATTGTﬂET
GTACCAARGGT®AYACCAACTGABGANACIIETHATTGTEAT]

AGAACHICC
GTACCAA GGT ~ CCAACTGAEGA AC TcATTGTcaT AgAACaCC ac
* 1420 * 1440 * 1460 * 1480 * 1500

TACCTCTACTTCTACCGAATTGACCACAGTCACCGGTACCAATGGTTTGCONANI AR e o xJiiC TCATCAGAACACCAACAACAGCCACTACT -
AAC T8 T/ A/ C A T/ A T :
T A G I TIEA T —— :
oyl NI G TCATCAGAACACCAACAACAGCCACTACT :

AAC
TACCTCTACTTCTACCGAATTGACCACAGTCACCGGTACCAATGGTTTGCCLYSICA
AACTg TgAgaccaTcATt

* 1520 * 1540 * 1560 * 1580 * 1600

AQCCATGGA CG AcTTt ACCTCTACaTCcACtGAa TgACCACCQT

* 1720 * 1740 * 1760 * 1780 * 1800
CACEGGTACEAAGBGGIEFTGCCAACT GAJJGAAACCATEAT TG TEATECAGAACACCAACAACLGCOACTACIE[CATAACTACAACTGAGCCATGGA
CACCGGTACPAALGGEITECCAACTG GAAACCATCATTGT.TCAGAACACCAACAACG OTnGC ACI®YICATAACTACAACIIGAGCCATGG

CACLIGGTACBAACGGT®NACCAACTGARGAAACCETEATTGTECATIAGAACHCCAAC GAGGG TTGAT TACTACANe TINeCA ey fele
CACEGGTACCAACGGTITTECCAACTGAIIGAAACCATEATTGTCATEAGAACACCAACAACIAGEEACTAC]KECCATAACTACAACTGAGCCATGGA
CACCcGGTACCAACGGtEttgCCAACTGA GAAACCaTCcATTGTcaTcAGAACaCCAACaAc Gc a tac  cAtaACtACaACtGAgCCATGGA C G

* 1820 * 1840 * 1860 * 1880 * 1900
AGT THWACETCTACATCEACTGARATGACEACEGT CACCGGTACCAACGG TRRECCAACT GATIGAAACE
AQTTECACH TCTACHTCH
AGTTI®ACETCTACATCYY
AGTTIRACETCTACATCE
ACTTt ACCTCTACATC ACtGAaaTGACCACCGTCACCGGTACCAACGGT — CCAACTGATGAAAC TCATTGT alCAgAACaCCaACaAc GC a

* 1920 * 1940 * 1960 * 1980 * 2000

[@CACHTCTACYTCYACEGAAITEACCACABTCACEGGTACCAALIGGEITEGCCAACTGATGA

(e TIACCACEATCACIGG TACCAAGGGENACCAACTGARGA

tac  CAtaACtACaACT AgCCATGGA G cACTTt ACCTCTACaTC ACtGAa TgACCACcgTCACCGGTACCAACGGtttgCCAACTGALGA
* 2020 * 2040 * 2060 2080 2100

AACCATEATTGTIETHARAACACCYAGAAC -THA CAT A
AACCETEATTGTEATIABAACKCCR

[EECACTRSTCCHNIC
AACCaTcATTGTcaT AgAACaCC acAAC gc a ac cat actacaAcT AGccatgga ¢ cactt ac tctac tc ac gaa t acc

* 2120 * 2140 2160 * 2180 * 2200
ACEGLICACCGGTACCABEGGT T TGCCAACTGATG G CCATCATTG c‘ CACCAACAACAGCCACTACTGCCATG‘CTACAACTCAGCCATGGA
ACRAGECACCGGTACCA' TGG.TTGCCAACTGATG"ACCATCATTG S T O | C C T

JACEGICACCGGTACCA®GGT TTGCCAACTGATGAEACCATCATTGT® ACVAJNGCAACAACAGCCACTACTGCCATGAINYYXRICAGCCATGGA :
ac g caccggtacca GGtTTGccaactgatga accatcattgt aT A aacac CTACAACT

* 2220 * 2240 2260 2280 * 2300
ACGACACTTTTACCTCTACATCCACTGAAATGACCACCGTCACCGGTACCAACGGCG GACG“ACCGTCA TGTCATCAGAACTCCAACTAG :
—————————————————————————————————————————————————————————————————— A A-———————————————————
ACGACACTTTTACCTCTACATCCACTGAAATGACCACCGTCACCGGTACCAACGGCGTTECAGTGACGAANEEGIIZNITGTCATCAGAACTCCAACTAG :

Cc aac acc tcat
* 2320 * 2340 * 2360 * 2380 * 2400

TGAAGGTCTAATCAGC

accacCACtGAACCATGGAC GGtACTTTcACCTCtACaTCCACTGAGATGACCACCGTCACCGGTAC AACGGTCAACCAACT
* 2420 * 2440 * 2460 * 2480 * 2500

GACGAAACYGTBATTGTIATEAGAACECCAACYAGTGAAGGTTTGET TACAAL]

GACGAAAC GTQATTGTEATCAGAACECCAAC AGTGAaGGTTTGgTTACaAc

* 2520 * 2540 * 2560 * 2580 * 2600

TGACCACCATTACTGGAACCAACGGCGTTCCAACTGACGAAACCGTCATTGTCATCAGAACTCCAACCAGTGAAGGTCTAATCAGCACCACCACTGAACC :

ACAGCCACTACTGCCATGACTACAACTCAGCCATGGAACGACACTTT :
: 1352
: 1214
A cINe (®eA TGAACAGCCACTACTGCCATGACTACAACTCAGCCATGGAACGACACTTT

C :
COGET :
ceceT :

C :

TCATTGT®ATCAGAACACCAACAAC cA -
CEGAAGTGACBACEGTCACCGGTACCAACGGTEIVICCAACTGATGAAACISTEATTG TRE THARAACACCIACAACHGCHARE
CllGAGATGACIACHG TCACCGGTACCAACGG TISACCAACTGARGAAACIETIIAT TG TIIATEAGAACHCCAACRALICIYIR
cA :

TR

: 1629
ACTCTACLTCEACLIGAALTICACCHE

CCACCACIIGAACCATGGACYGGFACTTTEACETCTACATCCACTGAGATGACECACEGTEACCGGTACYAACGGTCAACCAACTS
ACCACCACTGAACCATGGACEGGIACT T TIACH TCEACHITCCACTGAGATGACEACEGTEACCGGTACOAACGGTCAACCAACTE
—————————————————————— ACEGAACCATGGACSGGRACTTTEACETCIACATCCACTGAGATGACACHGTEACCGGTACRAACGGTCAACCAACT [
CCACCACIIGAACCATGGACHGGFACTTTEACETCIFACATCCACTGAGATGACEBACEBGTEACCGGTACIAACGGTCAACCAACT S

YTy CEAI R TS oYY C T A RRIE Y A CACCACTGAACCATGGACTGGTACTTTTACTTCTACATCTACTGAAA -
: 2048
: 1778
: 2453
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1400
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1371
1233
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: 1381
: 1246
: 1600

: 1700
: 1430
: 1295
: 1700

1800
1530
1395
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1900
1630
1495
1900

- 2000
: 1730
: 1595
: 2000

2100
1830

2100

: 2200
: 1897
: 1647

2200

2300
1911

2300

2400
1995
1725
2400

2500
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* 2620 * 2640 * 2660 * 2680 * 2700

ATGGACTGGTACTTTTACTTCTACATCTACTGAAATGACCACCATTACTGGAACCAATGGTCAACCAACTGACGAAACCGTTATTGTTATCAGAACTCCA :

* 2720 * * 2760 * 2780 * 2800

AC AC GAaCCATGGAC GGTACTTTCcAC TCTACATCTACTGAgaTgAC

* 2820 * 2840 * 2860 * 2880 * 2900

CAACTGACGAAACCGTCATTGTCATCAGAACTCCAACCAGTGAAGGTCTAATCAGCACCACCACTGAACCATGGACTGGCACTTTCACTTCGACTTCCAC -

* 2920 * 2940 * 2960 * 2980 * 3000

CACCATCACTGGAACCAACGGTCAACCAACTGA
CACCATCACtGGaACCAACGGTCAACCAACTGA

* 3020 * 3040 * 3060 * 3080 * 3100

GAACCATGGACTGGTACTTTCACTTCTACATCTACTGAAATGACCACCGTCACCGGTACTAACGGTCAACCAACTGACGAAACCGTGATTGTTATCAGAA =

* 3120 * 3140 * 3160 * 3180 * 3200

* 3240 * 3260 * 3280 *

tGAAACTGTCATT TtgTCAaAACTCCAACTACTGCCATCTCATCCAGTTTGTCATCETC ~ TTCAGGACAAATCACCAGCT TATC
* 3320 * 3340 * 3360 > 3380 * 3400

ACGTCTIHICGCGTCCAATTATTACCCCATTCTATCCTAGCAATGGAACTTCTGTGATTTCETCCTCAGTAATTTCTTCETCAG
ACGTCTHICGCGTCCAATTATTACCCCATTCTATCCTAGCAATGGAACTTCTGTGATTTCETCCTCAGTAATTTCTTCTCAG

ACGTCTECGCGTCCAATTATTACCCCATTCTATCCTAGCAATGGAACTTCTGTGATTTCCTCCTCAGTAATTTCTTCCTCAG

* 3420 * 3440 * 3460 * 3480 * 3500

TCACTTCTTCTCTAQTCACETCTTCTCCAgGTCATTTCTTC TCa TCATTTCTtc TtcTTCTACAACAACCTCC CTTC

* 3520 * 3540 * 3560 > 3580 > 3600

TCCTCTTCTATCTCTTCTGAATCACCAAAQTCT ~ ACATATTC TCTTCATCATTACCACCTGTTACCAGTGC ACAACAaG CAGGAAA T CTTCTT

* 3720 * 3740 * 3760 * 3780 * 3800
CATTACCACCTG
ICATTACCACCTG

CATTACCACCTG
ICATTACCACCTG
CATTACCACCTG TACCACTACAAAAACGAGCGAACAAACCACTTTGGTTACCGTGACATCCTGCGAaTCTCATGTGTGCACTGAATC ATCTCCtCTGC

* 3820 * 3840 * 3860 * 3880 * 3900

GATTGTTTCCAC! CUGTTACTGTTAGCGGEGIICACAACAGAGTATACCACATGGTGCCCTATTTCTACHACAGACA ittt :
: 2814
: 2505
: 3219

GATTGTTTCCACGGCCACCGTTACTGTTAGCGGTGCCACAACAGAGTATACCACATGGTGCCCTATTTCTACCACAGAG CAAAGCAAACIA®
ATTGTTTCCACBGCEACEGTTACTGT TAGCGGOGLCACAACAGAGTATACCACETGGTGCCCTATTTCTACEACAGAG. CAAAGCAAAUC”
GATTGTTTCCACGGCEACEGTTACTGTTAGCGCUGE®CACAACAGAGTATACCACATGGTGCCCTATTTCTACEACAGAGA “CAAAGCAAAOTH

gATTGTTTCCACgGCCACCGTTACTGTTAGCGG G CACAACAGAGTATACCACaTGGTGCCCTATTTCTACCACAGAGA aacaaagcaaac a gg g

3

: 2800
: 2099
: 1829
: 2504

: 3000
: 2132
: 1862
: 2537

- 3300
T 2217
© 1947
T 2622

: 3382
o 2317
: 2029
T 2722

: 3458
T 2417
: 2105
: 2822

: 3558
© 2517
: 2205
: 2922

- 3658
: 2614
: 2305
: 3019

: 3758
2714
: 2405
: 3119

3838
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* 3920 * 3940 * 3960 * 3980 * 4000
RCAACAAAGCAAACCAARIGGGACAACAGAGCAAACCACAGAAACAACAAAACAAACCACEEGTAGTTACAATTTCTTCTTGTGAATCTGACETATGCTCTA
ACAACAAAGCAAACCAABGGGACAACAGAGCAAACCACAGAAACAACAAAACAAACCACAGTAGTTACAATTTCTTCTTGTGAATCTGACGTATGCTCTA

ACAACAEAGCAAACCAABGGGACAACAGAGCAAACCACAGAAACAACAAAACAAACCACAGTAGTTACAATTTCTTCTTGTGAATCTGACATATGCTCTA
ACAACAAAGCAAACCAABGGGACAACAGAGCAAACCACAGAAACAACAAAACAAACCACAGTAGTTACAATTTCTTCTTGTGAATCTGACGTATGCTCTA
aCAACAaAGCAAACCAAgGGGACAACAGAGCAAACCACAGAAACAACAAAACAAACCACaGTAGTTACAATTTCTTCTTGTGAATCTGACGTATGCTCTA

* 4020 * 4040 * 4060 * 4080 * 4100

AGACTGCTTCTCCAGCCATTGTATCTACAAGCACTGCTACTATTAACGGCGTTACHIACAGAATACACAACATGGTGTCCTATTTCCACCACAGAATCGACHES
AGACTGCTTCTCCAGCCATTGTATCTACAAGCACTGCTACTATTAABGGCGTTACEACAGAATACACEACATGGTGTCCTATTTCCACCACAGAATCGACEN
AGACTGCTTCTCCAGCCATTGT€TCTACAAGCACTGCTACTATTAACGGCGTTACBACAGAATACACAACATGGTGTCCTATTTCCACCACAGAATCGA/LN
AGACTGCTTCTCCAGCCATTGTATCTACAAGCACTGCTACTATTAAIIGGCGTTACEBACAGAATACACAACATGGTGTCCTATTTCCACCACAGAAT CGAL NS

AGACTGCTTCTCCAGCCATTGTaTCTACAAGCACTGCTACTATTAACGGCGTTACCACAGAATACACaACATGGTGTCCTATTTCCACCACAGAATCGA

* 4120 * 4140 * 4160 * 4180 * 4200

GCAACAAACIIACGCTAGTTACTGTTACTTCCTGCGAATCTGGTGTGTGTTCCGAAACTIECTTCACCTGCCATTGTTTCGACGGCCACGGCTACTGTGAATHEN
GCAACAAACTFACGCTAGTTACTGTTACTTCCTGCGAATCTGGTGTGTGTTCCGAAACTECTTCACCTGCCATTGTTTCGACGGCCACGGCTACTGTGAATES
GCAACAAACIFACGCTAGTTACTGTTACTTCCTGCGAATCTGGTGTGTGTTCCGAAACTRCTTCACCTGCCATTGTTTCGACGGCCACGGCTACTGTGAATE
GCAACAAACTACGCTAGTTACTGTTACTTCCTGCGG‘TCTGGTGTGTGTTCCGAAACTACTTCACCTGCCATTGTTTCGACGGCCACGGCTACTGTGAAT :

GCAACAAACTACGCTAGTTACTGTTACTTCCTGCGAATCTGGTGTGTGTTCCGAAACT CTTCACCTGCCATTGTTTCGACGGCCACGGCTACTGTGAAT

* 4220 * 4240 * 4260 * 4280 * 4300
GATGTTGTTACGGTCTATECTACATGGAGEBCCACAGACTECGAATGAABAGTCTGTCAGCTCTAAAATGAACAGTGCTACCEGTGAGACAACAACCAATA
GATGTTGTTACGGTCTATECRACATGGAGEBCCACAGACTACGAATGAABAGTCTGTCAGCTCTAAAATGAACAGTGCTACCAGTGAGACAACAACCAATA
AGTCTGTCAGCTCTAAAATGAACAGTGCTACCAGTGAGACAACHACCAATA

GATGTTGTTACGGTCTATECTACATGGAGACCACAGACTACGAATGAA
GATGTTGTTACGGTCTATICTACATGGAGECCACAGACTACGAATGAABAGTCTGTCAGCTCTAAAATGAACAGTGCTACCAGTGAGACAACAACCAATA
GATGTTGTTACGGTCTATCCtACATGGAGYGCCACAGACTaCGAATGAA AGTCTGTCAGCTCTAAAATGAACAGTGCTACCaGTGAGACAACaACCAATA

* 4320 * 4340 * 4360 * 4380 * 4400
BT TAGCTGCTGAAACGACTACCAATACT(E
CT]
CT]
CcT

___________________________ AAC NA
C T —

——————————————————————————— AASIACCACTACTCGCAGCTGCTCAGACCAAAACAGFAGTCACCTCTTCARTTTCAAG

GgaGCTGCTGAGACaA acca tactggagctgctgagacgaAAACAGtAGTCACCTCTTCacTTTCAAG
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