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FIG. 2
ATGGGTGTACTACTCACACAGAGGA CGCTGCTCAGTCTGGTCCTTGCACTCCTATTTCCA -18
M~~GmoVanlimalin aT e mQu R ~T rwmLiv wLym w S e Loon Ve w L e A w Liw e L w F P -7
AGCATGGCGAGCATGGCARTGCACGTGRCCCAGCCTGCTATGGTACTGGCCAGCAGCCGA +42
S eMe~A~nSw o mhm oMo ~Ho Vo mAw Qe nPrm B ~Vma Voo Lim e AmeSm~Bv~Rem . +14
+1 . ’ :
GGCATCOCTAGCTTTGTETGTGAGTATGCAT CTCCAGGCAAATATACTGAGGTCOGGETG +102
GuwImmA~nSwmFraVenCrnEmaYmnAenSmaPenGrmKr~YmeTeEeeVanRe Ve +34
ACAGTGCTTCGGCACGCTGACAGCCAGGTGACTEARGTCTGTGCGECAACCTACATGATG +162
T aV=~Lm~Re~Qm =R Do =B~ = Qe wVor =T o wBe Ve Qe B~ A = Tom =Y e M M~ +54
GGGAATGAGTTGACCTTCCTAGATGATTCCATCTGCACGGGCACCTCCAGTGGAARTCAR ©  +222
Gm~NenEwnLimaTeoFuoli~DoaDesSwnl ~aCornTmaGom TG mSmnGulenQu~ 474
GTGAACCTCACTATCCARGGACTGAGGGCCATGGACACGGGACTCTACATCTGCAAGGTG +282
Ve eNewLmaTo ol e nQuaGeaLlenRonA~MeaDeaTonGonLe~¥aalmnCm Ko aVa +94°
. GAGCTCATGTACCCACCGCCATACTACGAGGGCATAGGCAACGGARCCCAGATTTATGTA +342
Ewmlm=MmnYmePunPraPoaYmmY mnEnnGeel e eGraNa~GraTeeQn Lo e n Ve +114
ATTGATCCAGAACCGTGCCCAGATTCTGATCAGGAGCCCARATCTTCTGACARAACTCAC +402
I~~Dr~PonEnnPenCrnPeoDenSinDenQuaBonPr—K~~8snS-~DmaK~~Te~H~~ 4134
ACATCCCCACCGTCCCCAGCACCTGARCTCCTGEGAGGATCOTCAGTCTTICCICTTCCCC +462
TenGmaPunPrnSenPrsBe~PraE~aLnnlineGreGunSn ~§maVonFm~leeFaePan’ +154
cchaaacccanscaCAcccrcszATcrcccceAccCCTGAGGTQACATGCGTGGTGGTG, +522
PeeKewPewaKnnDm~TenlimaMenLwmSmaRm =T PonBo Vo i TanCanVaVeVun +174
GACGTGAGCCACGAAGACCCTGAGGTCARGTTCAACTGGTACGTGGACGGCETGGAGGTG +582
D~~V~=8x~HmnE~~DenPunEnnVenKenF~aNenWe o Yo aVoaDonGr s Va s Ema Vo e +194
CATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTATGGTCAGC +642
H~~N~~A~~K~Tw~K~mPonRuwEwnBraQmeY~~NonSmnTeeYaaRuaVo aVar§um +214
GTCCTCACCGTCCTGCACCAGGACTGGCTGARTCGCAAGGAGTACAAGTGCARGGTCTCC - 4702
Ve~ Lim T m Ve Liow e Hos w Qe e D oW o w Ly eNow o Goe e Kov e B Y e Ko e G Koe vV e S e +234
AMCARAGCCCTCCCAGCCCCCATCGAGAARACCATCTCCARAGCCAAAGGGCAGCCCCGA +762
Ne~Ke~BwwlimnProBenPonlnnEsnKnaTrnlmmSanKemAnnKenGeeQuaPaaRe~ = +254
GAACCACAGGTGTACACCCTGCCCCCATCCCEEEATGAGCTGACCARGAACCAGGTCAGC +822
E~~P~~QueVanYooTwalonPrnPoaSenRemDenE~alneTe e Ko Ne Qe Ve nSum +274
. CTGACCTGCCTGGTCARAGGCTTCTATCCCAGCGACATCGCCATGGAGTAGAAGAGCAAT ~ +882
L~ T Q<L Ve w Koo Qe P =¥ = = P =S = =D = L A Ve B oW B - S e N +294
GGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTIC  +942
G~~Q~~PmwEmwNowNonYn K nTo~Too B wPrew Vo wlin e Dv ~ v s Dv v G G e P o +314
TTCCTCTACAGCAAGCTCACCGTGGACARGAGCAGGTGACAGCAGGGAAACGTCTICTCA —  +1002
PeclimaYonGinKe~LenTnaVunDraKmnSm=Re~HeeQu QoG el ~ Vo n P e S~ +334
TGCTCOGTGATGCATAAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCLCTGTCT +1062
CrwSenVooMo~HuoBm-B~olivaHo ol mHo Yo eTooQuoKmnGu-LmnSmolne8=n  +354
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