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10 20 30 40 50 60 70 80 %0
GICG AG CTTG AT GAGATAT(ACTGTCC(AGACACCAAAGTTAATTTICTATGCCTGGAAGAGGATGGAGGTICGGGCAGCAGGCCGTAGAAGTICTGA
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10 20 30 40 50 60 70 80 %0
GCIG AG CIT G ATGAGATAT (ACTGTCC(AGACACCAAAGTTAATTTICTATGCCTGGAAGAGGATGGAGGTCGGGCAGCAGGCCGTAGAAGTCT GA
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IV:3h

10 20 30 40 50 60 70 80 %0
GAAG CG CITTGATGAGATAT (ACTGTCCCAGACACCAAAGTTAATTICTATGCCTGGAAGAGGATGGAGGTICGGGCAGCAGGCCGTAGAAGTCTGA
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10 20 30 40 50 60 70 80 %0

GIATG AG CTITGAT CAGATAT (ACT GT CCCAGACACCAAAGTTAATTTCTATGCCTIGGAAGAGGATGGAGGTICGGGCAGCAGGCCGTAGAAGTCCT GA

10 20 30 40 50 60 70 80
GIATG AGCTTG ATGAGATAT (ACT GTCCCAGACACCAAAGTTAATTTCTATGCCTGGAAGAGGATGGAGGTCCG GGCAGC-\.GGCCGT{GA{GTCT GA
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10 20 30 40 50 60 70 80 %0
GATG 2AG C ITG AT GAGATAT (ACTGTCCCAGACACCAAAGTTAATTTICTATGCCTGGAAGAGGATGGAGGTCGGGCAGCAGGCCGTAGAAGTICCT GA
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IP:1h

10 20 30 40 50 60 70 80 %0
GICAGTACG (TTTIG ATGAGATAT (ACT GTCCCAGACACCAAAGTTAATTTICTIATGCCTIGGAAGAGGATGGAGGICGGGCAGCAGGCCGTAGAAGTCTGA

o e 200900 D50 e Hotaeana e VA YA ,.LuumhuA.mehm«muh ,

IP:2h

10 20 30 40 50 60 70 80 %0
GAT(G AGCITIG ATGAGATAT (ACTGTCC(AGACACCAAAGTTAATTTICTATGCCTGGAAGAGGATGGAGGTICGGGCAGCAGGCCGTAGAAGTICCTGA







10 20 30 40 50 60 70 80 %0
GCCAG AG CTTGATGAGATAT (ACTGTCCCAG ACACCAAAGTTAATTTCTATGCCTGGAAGAGGATGGAGGTICGGGCAGCAGGCCGTAGAAGTICTGA

IV:2h

10 20 30 40 50 60 70 80 90 100 110 120 130 140
GCAG CG CTG ATGAGATATCACTG TCCCAG ACACCAAAGTTAATTTICTATGCCTGG AAGAGGATGGAGGTCGGGCAGCAGGCCGTAGAAGTCTGAATGCTGGTTCGCCGCAACAAACAATGGAGAGACTTTTAGTTTATACTCCACA
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IV:3h

10 20 30 40 50 60 70 80 %0 100 110 120 130
GG TG CG CTTG ATGAGATATCACTG TCCCAG ACACCAAAGTTAATTTCTATGCCTG GAAGAGGATGGAGGTCGGGCAGC CAGACGTAAACATCCACTG GATTC GAGGCAT GTT GAAAGTACACT TTTTIGGTGACTTICC GC ATGGC G CGA




30 40 50 60 70

90 100 110 120 130
GCGCG AG CTTG ATGAGAT TCACTGTCCCAGACACCAAAGITTACTTCTTG TGAGGAAGAGGATTGGGGGAGGGCAGAC GCC CATGTAAGTCGTATTGCTCTGTGGG AGTT AAATGIGCTGATTTTTCGGTIGTCITATGA CTCCGACACA

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150
G3GTG AG C TTG ATGAGATATCACT G TCCCAG ACACCAAAGTTAATTTCIGTGCCTGGAA(CAGGATGGA (G AGGGGGGTGA GCCGTGTGAGTGCGATC ATAATCCGAGGGGAAATTAATGGAGAGATATCGTATCCGGACCCCATAGATGAGAT

IM:3h

30 40 50 60 70 80 90 100 110 120 130 140 150
GGTG AGCT G ATG{G ATAT ({CTG TCC(-\G_-\C%CC{{{GTT{%TTTCT{T GCC'AGGAATAGGATGGAGGTCGGGCAGCTCGACGGTGTATGGTGATATT TGTTGACTTGTTAACATAGAACTGAACTTIG AATGTATATTITCG TGACGACAAT
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70

10 20 30 40

50 60 7 80 %0 100 110 120 130 140
GCCCC CG CTTG ATGAGATTC CTGTCCCAG ACACCAAAGTT T TTITTICTTITGCTTIGTTAGAAGATTTAGGCTCGG TGGACGCCTT TGTTAGTCATATTGACCTCTGGGCTATTATGGGTGCTCCTTTCTC TGTCTAATG ACCTCCGACAC

10 20 30 40 50 60 70 80 20 100 110 120 130 140 150
GCAAG AG CTTG ATGAGATATCACTG TCC(AG ACACCAAAGTTAATTTCTATGCCTGG AAAAGAATGGAGGC GGGT TACCCGGCGCTGTAGCTAGAATAAACCGA CAGGAGTTTGGTGGACTTCACTCTTATGTATCCCAATIGCTTICCCTG
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10 20 3 - 60 %0 100 11 120 3 - 150
GCCGGACGCTITG ATGATFATATACT G TCTGTACACCCATTCT TCATCTTAT TAACCTGTACGATTGTCTTCTC GTTCTCCAGACTATTTGGATAATTTGTTGACTTGT TICCATGTCACACAACTCGAGTGTATGTTT A TGACGACAA GGA







IV:1h

7 i ; ;
Sequence3 GEBG- - - - - - - - - - - - - - L it e e e e e e i eof e e eio e “IGII-- ----------
hePO B googoltoll ENoEEEcHHE ToMEtoolio HooMttHIEE HotHEET Nt oiM HiNEET BioocHEIEE BEtEEtoog lgm fHETEY ot EEE.HEg 110
Consensus NNNGGGGTGC ACGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCNTNATCT GTGACAGCCG
100%
Consenaton 0000000000 0000000000 0000000000 _ 0000000000 000000000 0nnn0000000_ 0nn0nn0000n FITITITIm
o%
120 140 160 180

SBQUEMCE3 - - - - - - - & o o s C o oo o s oo - GEGETETERE IGI=G= =IIGIII 43
hePO BoilMBtoolg BootENEIEY TooBooMBEE ooBoolBoE. EETETHENE Moooliotol toBENENT N BoBitoEEY. HEoEEEAR Holt EE oA 220
Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTGAATG NNNATATCAC TGTCCCAGAC ACCAAAGTTA

C°"sewat'°"mﬂmmmmmmmmﬂm |||II||||”|”””I”|

240

I
Sequence3 llllllllGI llGGllGlGG llGGlGGllG GG‘G' cl lGIlGllGI BG- - - - - - o - e
hePo ERREMEEE o BWitooBEoBog EtgoBMooilo ooMEclMEcol BotEoEE N TooMEoooll HooMEEEolE okMooBEEY otfEEtcMooo ocHEE.HEEE oo tHEEN 330
Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG GGCAGCAGGC CGTAGAAGTC TGGCAGGGCC TGGCCCTGCT GTCGGAAGCT GTCCTGCGGG GCCAGGCCCT GTTGGTCAAC

100%
o,
400 420 440
1 1 1 1 1 1
SequUenCed -------c-cc- cccccccccne cccccccccs cmcccccccs= emeceeeeees esees=-e=e= eeees=ee=e= eeeeeee=== eceece-c=== sesceec=== =e=======-=

hero IEtEEEEE N BMotoocEolE EEtHE Mo WEEotgoHtE EEHEtHE: HTocMEtiH.E HHETHENEE HiEtoHMitHg ooMtBiogod HENE.EE.c EE BEETHIE 440

Consensus TCTTCCCAGC CGTGGGAGCC CCTGCAGCTG CATGTGGATA AAGCCGTCAG TGGCCTTCGC AGCCTCACCA CTCTGCTTCG GGCTCTGGGA GCCCAGAAGG AAGCCATCTC
100%

T o 111 3ot

hero EEETEEEEt oBooBEtEE. Bt HtEEEET EE EEEEETE EEt .t EEE BittEE.HEE EEtEttEE.E tEtEEtEEE EtttEEtEE: oooEEE.Et. HE Et tEEE 550

Consensus CCCTCCAGAT GCGGCCTCAG CTGCTCCACT CCGAACAATC ACTGCTGACA CTTTCCGCAA ACTCTTCCGA GTCTACTCCA ATTTCCTCCG GGGAAAGCTG AAGCTGTACA
100%

Conservation
o LICICICMCICWCIACT COCMICM Ay

SEeqUENCe3 - - - - - - - - & & — e e e e e s e o o e e oo oo

-B 96
hePO MBggoolgoll WEolEccENE cogcBNE B B 582
Consensus CAGGGGAGGC CTGCAGGACA GGGGACAGAT GA
100%

Consenvation NMNMNNONNN_ OONNO0NNON 0000000000
o%




IV:2h

80 100

hEPO llggﬁeilgl .glllgl. Holltaolia lgglllll. HotHENT HY gllgll-l BigoolNTHN -gl.lggg B EEEEEEES lg.l-lll ot o EHE o o 110

Sequence2 GETG BEG BEGHG- - - - - - - - - - - - - oo e et h e e e e e e e eee e e e eieee e meimee eeee—oo-

Consensus NNNGNGNTNN ANGANTGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCCG
100%

CORSenton I'I'ITITI'I'I'I'II'm'I'I'I'I'I'I'II'I'I'ITI'I'I'I'I']I'I'I'I'I'm'I'I'Il'I'I'I'I'I'ITI'I'IFI'I'I'I'I'I'I'I'ﬂI'I'I'I'I'I'I'I'I'I'IIIIIIIIIIIlIIIlIIIIIIl

120 140 160 180

] | | |
herO EotlBtgolo HootENEIETY tooBooMEEE ooMoolloE. EETEINENCE Moooliotol HoEENENT N HoMtkoEEY. B EEIETHE lgl‘ = llglll 220
SEQUENCE2 - - - = = = = - - - s e e e e e e e e e e oot e e e e eeee e e e eeeeees memmemmeee e e ---BTETEER ToF G GTTH 42

Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTGAATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA

°°"se”3"°"wm1TrmnTrm1mmrrmﬂwm1TnnnﬂTrrrmnTmﬂ1ﬂwmﬂmem1Trm ||IIII”|”|”””|”|

240 2&0

hero ERRTHEER o Iggllglgg llgglggllg gg‘ = I lgllgllgl lgg-ggg- fooBEET HY gllggllgll Rl | B EER g-gg-l gttgotMEENE 330
Sequence2 ETTTRTET TccBEcHEGc BTccHGGT G CRNCHBEBGEE BG- - - ----- - ----- - o e oo oo
Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG GGCAGCAGGC CGTAGAAGTC TGGCAGGGCC TGGCCCTGCT GTCGGAAGCT GTCCTGCGGG GCCAGGCCCT GTTGGTCAAC

Consefvaﬁé?””l””” ||||||IIII| |IIIII”|” ||||||||”| |IIIIIIII” OONONAONONN OO QOO Orcncncnen - Aoncncncni
400 420 440

| | | | | I
nerPo EHETHEEEE BotgoololE BEtBE Bt BEEokooBtE BEoNMEiNE. HoolMEiiH.E HoNEINEEEE HiNi HiiNo ooMiMigocd HENE.EE.¢ EE HEETHIE 440

SEQUENCE2 - = = = = = = = = = & e e e e e e e e e e e e e e e e e e e e e e e e e m e e e e e m e m e e e e e m e e e e e e e e e e e m e e e e e e e e e m - 94
Consensus TCTTCCCAGC CGTGGGAGCC CCTGCAGCTG CATGTGGATA AAGCCGTCAG TGGCCTTCGC AGCCTCACCA CTCTGCTTCG GGCTCTGGGA GCCCAGAAGG AAGCCATCTC
100%

Conservation
o%

I | | |
hero BEEtEEE ET oHooEETEE. Ht HtEEEE: BE EEEEETE SEt.Ht EEE BittEE.EEE EEtEttEE.E otEtEEtEEE StttEEtEE. ggglllgllg BE Bt otERE 550

SEQUENCE2 - = = = = = = = = = m e e e e e e e e e e e e e e e e e e e m e e e e e m e e e e e m e m e e e e e m e e e e e mm e e e e e e e e e e e e e e e e m -
Consensus CCCTCCAGAT GCGGCCTCAG CTGCTCCACT CCGAACAATC ACTGCTGACA CTTTCCGCAA ACTCTTCCGA GTCTACTCCA ATTTCCTCCG GGGAAAGCTG AAGCTGTACA
100%

Conservation
o%

580
| |
hePO MBggoolooll WEoMEqoENE ooooBNEEE oM 532

SEQUENCE2 - - = - - = = - - & s oo s oo o-- oo -B o5
Consensus CAGGGGAGGC CTGCAGGACA GGGGACAGAT GA
100%

Consevation aMMNMNNNN_ ONNO000000. OO00NO0000
o%




1V:3h

Sequence3 GEBG- - - - - - - - - - - - oo oo e e et e oo lGL ----------
hePO BiEggoaotgll ENoEENcTHE HoEEEoclto HooMitHIEE HotHEET EY ctH HiIEEEY HtoocHETEE HE.iEEtooc N NEEEEREE l-lll ot cENEHE g 110
Consensus NNNGGGGTGC ACGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCNTNATCT GTGACAGCCG
100%

Consenvation, OOOOOOOO00 - OOOOOOCA0. OnOnOnonen - A0ONOnCAen- AOOCRCOOOR. OOOoncncinae. Oncecoceen I'ITITI'ITITI

SeqUeNCed - - - - . o o . .. - ... GEGETETEA IGI-G= =llclll 43
hero BoilBEgolo BocHENEIEE KooBocMEEE ooBoolNoE. EEIEINENE MoooNioiol HoEENENE N BoMii EEI. B EETEINEN 1ot EE ol 220
Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTGAATG NNNATATCAC TGTCCCAGAC ACCAAAGTTA

C°"Se”at'°"mmmmmmmm l””"””l””"””

40 200

I
Sequence3 llllllllcl llccllclcc IIGGIGGIIG GG=G= l lcllellcl G- - - - - oo ol Lo oo
hePO EREEEMEEY ol MtgoBEoBoo EigoMootlo oo gtEcEEgtE HoolMEoocll TooMEEI MY otMooBE.HY otHEtoMooo ocHEE. HENE oo tHEEN 330

Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG GGCAGCAGGC CGTAGAAGTC TGGCAGGGCC TGGCCCTGCT GTCGGAAGCT GTCCTGCGGG GCCAGGCCCT GTTGGTCAAC

CO"Sewati:’E””””l” |II||||II|| ||II||||I|| ||||I|||||| |||||II|||| O000O00000 0000000000 O000000000  A000000000 - 0000000000
400 420 440

SequUenCed - -----c-ccc- ccccocccce cccccccccs seecesmces=== eccececac=== =es-e-e=2= ece-ee-e== mececeee=2 mses-e==2= ecce-c=-== ==========

hero HIEETEEEEE BotgoololE WEEoME Mo MEEooodtE HE ME.tEE. HooMEttHE EEETEEEEE BBt MitHs ooMtEtgocd MEEE EE.. EE MEETHEE 440
Consensus TCTTCCCAGC CGTGGGAGCC CCTGCAGCTG CATGTGGATA AAGCCGTCAG TGGCCTTCGC AGCCTCACCA CTCTGCTTCG GGCTCTGGGA GCCCAGAAGG AAGCCATCTC
1007%

Conservation
o%

Sequenced - ----- - - Do e eeea- mee--a---- s----e-=-2= me----==== === m=== =-=2=====22 &===2======= ======22== ==2======2 =========-=
hero BEETEEE 8t oBocBETEE. Bt HiEEEET BE EEEEEIE EEt Bt EEE BtttEE HEE EEtEttEE.E  tEtEEtEEE EtttEEtEEc oooEEE Mty EE Et.tEEE 550
Consensus CCCTCCAGAT GCGGCCTCAG CTGCTCCACT CCGAACAATC ACTGCTGACA CTTTCCGCAA ACTCTTCCGA GTCTACTCCA ATTTCCTCCG GGGAAAGCTG AAGCTGTACA
100%

Conservation
o%

SeQUEeNCe3 - - - - - = = = == - - o - - m oo oo

-B 96
hePO MBgggolooll WEioHEgoENE ocoocENEEE oE 582

Consensus CAGGGGAGGC CTGCAGGACA GGGGACAGAT GA

100%

Consenvation nomENMNARNN IRRORRRNOR ARRERREARND
o%




IM:1h

€0 80 100

20 40
| | I I I
hEPO lliﬁggglgl EEoEEEtHE ToMEtoolito TooMttIMTEE totEEETEE tH EtEEEY BioooHETEE BE.tEEtooc HoNEEEEEEE WoEEtEETET ot EEE EE. 110
G 5

Sewuenced GEBEG- - - - - - - - - - - - - - - c o e e e e e e m e e e e m e e e e e e mm e e e e mm e e e mmm e m e e — o
Consensus NTNNGGGTGC ACGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCCG
100%

Consenation AOOONONONN ONANANOAAM  OOOOOOO0ON - AORCACACN. ONanananon - 0O0aOnanen - Ao onanananen - 0ononooooen - Aoncncnenn

120 140 160 180 200

220
| | | 1 1 |
hEPO EotlBtoolg HootENETIET TooBooMEEE ooBoolBoE. EETETENENE Hoooltokol o BENENE B lglll odEto HoEETEtHER gl'gn ===glll 220
SEWUENMCE4 - - - - - - o oo s s e e e e eeeee seeeeeeess sessssssss s ss sesseesees seee--e-==- BcBTTGHE-Tc BcHE-TETEEE ToT G GTTH 43

Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTGAATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA
100%

Consenvation MANMNNONNN_OO0NNNOO000_000NNONO0N._ 0000NN00O0N_0000NNO00N_0000NNNN0ON_00000NNO0N ||”|””|||”””|”|

240 280 00

280
] 1 I | |
hEPO llllllllgl llggllglgg Bigolgoltlg gg=g=ggl Igllgllgl foolBEoooll HooHENIoHMY oiMooEEcEY oiMEicloog cHEEqcHENT otiqotHEEN 220
Sewuenced HTTTETET TcclBcBcc BTccBccTlGc ¢ CEN BERNCEBECEE BE- - - - - - - - - - - ------- - i e iiiao aaaaao-- 95
Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG GGCAGCAGGC CGTAGAAGTC TGGCAGGGCC TGGCCCTGCT GTCGGAAGCT GTCCTGCGGG GCCAGGCCCT GTTGGTCAAC

400 420 440

| I I | | |
hero EETEEEEE ol Mofgoololl BEtME MY AT ot goHtE EEoEE tHE. fooMEtIE.E HoNEINEEEE Wit oMtiNo ooMiMtgocd MEEE EE.; EE EEEtHEE «<0

SeWuenCed - ----- - - - - M e s e meaas meaccaeiaca memscmssas mmma-ccmss ecccmesmsmaa mMmemmsmcacs mMmea-casmssa accmmsasma meemmmacsm=a mem-a===aa 95
Consensus TCTTCCCAGC CGTGGGAGCC CCTGCAGCTG CATGTGGATA AAGCCGTCAG TGGCCTTCGC AGCCTCACCA CTCTGCTTCG GGCTCTGGGA GCCCAGAAGG AAGCCATCTC
100%

Conservation

520 540

480 500
I I I | I
nero BEBREEEGEE o ooBEYEE; HYcEiEEEEY HE EEEEEIE EEicH:EEE HiiEEoEEE EEEUCEECE oYEiEEYEEE HiEECEEc oooBEEoHYc HEoHoHEHEE o
95

Sewuenced - - - - - - - - - - m e e e e fe e eeeaas meeeeeaass mm-eem--es memeee--ees mmeme--e-as mmme-ee--es mme-e----s mememm---e= me---==a==
Consensus CCCTCCAGAT GCGGCCTCAG CTGCTCCACT CCGAACAATC ACTGCTGACA CTTTCCGCAA ACTCTTCCGA GTCTACTCCA ATTTCCTCCG GGGAAAGCTG AAGCTGTACA
100%

Conservation
o%
5 i
hePO MBgggolooll MEoHEgoENE goooBNE AR oF 532
SEWUBNCEA - - - = = = = = == — - e e e mm e -H 9

Consensus CAGGGGAGGC CTGCAGGACA GGGGACAGAT GA
100%

Consenatiof, INNONONMN OONNMNO0NN  NO0ONAN00
o%




IM:2h

hEPO Ilﬂg ggoltol EE.EER gl-
Sequence5 GTH------- ----------

Consensus NTNGGGGTGC ACGAATGTCC
100%

80 100

HolEtoolig lgglllll- HotHENE MY gllgll-l BtgooHETHE -gl.lggg LML LLEL L lg-l-lll glg-g-g 110

TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCNG

Conservation innnlhinninnhnnnbnninnhnninnhnnin bbb
120 140 60 80 220
nero BoXNMNMEooBs HooRENNINE HooBooNNEE

Sequence5 BGCEBTTCETC BG--------

TGGAGGCCAA

golgoliliglg lllll-ol Bogoligltol Igl-llol EoBtk oAt lglllll Iol' = ===olll 220
G

---------------------------------------- ---BTH fer

GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTGAATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA

Consensus AGNCNTGNNG AGGTACCTCT
100%

Conservation
o%

240

hEPO llllllll g' llggllglgg
Sequences BTTTETHETG ccHBcBGe

BtgoBaclilg
BTccBceT G
ATGGAGGTCG

PSRy RRRSSERRE 111111111 I 111
280 280 300

1 | |
gg=g=ggl lgllgllgl lgg-ggg. HooBEEt Bt otMooBEoNE ofMEtoMooo cHEE.HEEE okkootMEENE 220
ccBEcEEGG

GTHGHEGTE TG-------- - ----- - - —o oo oo o oo 96

GGCAGCAGGC CGTAGAAGTC TGGCAGGGCC TGGCCCTGCT GTCGGAAGCT GTCCTGCGGG GCCAGGCCCT GTTGGTCAAC

Consensus ATTTCTATGC CTGGAAGAGG
100%

Conservation

|
hePO EHEYHEEEE BofoocdoHE

Sequences - - - - - - - - -2 oo ----
Consensus TCTTCCCAGC CGTGGGAGCC
100%

|
BEt WAl

400 440

420

| | | |
BEtgtoodtd EEcHEtEE. TooMEtiH.N B NETHEEEE HiEiMitHo ooMiMtoood HEEE EE.c EE HEETHIE 240

---------- 96

Conservation
o LILICICWICWCICNCN

|
hero HEETEEEEY oBocHETEE.

Sequenced - - -------- - - ---oo----
Consensus CCCTCCAGAT GCGGCCTCAG
100%

---------------------------------------------------------------------- 96

Conservation
oo LW NN NUNT [UNWNWNNNN]
560

|
hePO BBgggolgoll Wi oNE.ENE

Sequenced - - - - - - - - - - - - - oo ---
Consensus CAGGGGAGGC CTGCAGGACA
100%

GGGGACAGAT

Conservation mEmEENRNNN FRRRRERRRAR
o%




IM:3h

30 100
hEPO liggggglgl .glllgl- HolBtgolio lgglllll- HotHEEE cHY gllgll-l BtoocHETHE -gl-lggg L LLLELLE lg-l.lll gt gENE N g 110
Sequence - - - - ---- ----c-c-ccccec cecccccccs ceccccccses escscccses escsceccse= msecscscces mcecsecsccce meceecsccee mecscs-ecc= ecme=====-=
Consensus NNGGGGGTGC ACGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCCG
100%

Conservation

200

I

hEPO lgl-lgglg BootEEETEL lgglgg-l gglgolillglg lllll-lgl Hoooliqliol lgll.lgl lllglllg lglllll lgl‘ = llglll 220

SEQUENCEB - - - - - - - - - - - o . o oo oo TTcE-Tc BcHE-TETEER ToT G GTTH 43

Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGN AGCTTGAATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA
100%

Consenvation  NMMNNNNNNN_OOO0NNNNO00_ONNOO0000N 0000000000 000NNO0000_ 0000000000 |||||||I|I||III|”|II|
240 280 280 300

1 I |
hero EREEEEER o llgollglog BitgoBoclilo 99=g=9g| 'gllollgl foolBgooll KooHEEY HE gllgglloll otElEolagg g-gg-l ot oot HEER 330
Sequence6 BTTTETETCE BTccBEcHEcc BTccHEccTEG ccBEcCEEG CHECHECEE BG- - ------ ------ - - o e i e aei e
Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG GGCAGCAGGC CGTAGAAGTC TGGCAGGGCC TGGCCCTGCT GTCGGAAGCT GTCCTGCGGG GCCAGGCCCT GTTGGTCAAC

Consewati;E”””I”” |IIIIIIIII| |IIIIIIIII| |IIIW AOOONONONA0  AORONANONA - AOAONCAON0 - AORCACACN0 - AORCACAca
440

340 380 380 400 420
I I I I I I
soqurERO tEttEEEE o BotgooHoME HEtME Bty BEtotgoEtE EEoME tHE HooMEttHE HoNEtEEEEE BtHtoMttHo ooMtEtoocd HEEE EE o HE EEETHLE 440
BINBROEE ~ - = - = - e L b h e e e R e e R R R e R s s R e e 95
Consensus TCTTCCCAGC CGTGGGAGCC CCTGCAGCTG CATGTGGATA AAGCCGTCAG TGGCCTTCGC AGCCTCACCA CTCTGCTTCG GGCTCTGGGA GCCCAGAAGG AAGCCATCTC
100%

Conservation

480 500
I I I I I
nero BEETEEE B HooBETEE. Bt HiEEEEt EE EEEEETE EEt Et EEE EtttEE.BEE EEtEttEE.E otEtEEtEEE EtttEEtEE. oooEEE Mo EE.ME tEEE 550

= o =T o 95
Consensus CCCTCCAGAT GCGGCCTCAG CTGCTCCACT CCGAACAATC ACTGCTGACA CTTTCCGCAA ACTCTTCCGA GTCTACTCCA ATTTCCTCCG GGGAAAGCTG AAGCTGTACA
100%

Conservation
Sllnnnnnn I

hEPO -gggglggl BtoBE.ENE gggg-gll g= 582

Sequencef - - - - - - - - - - L L. oo
Consensus CAGGGGAGGC CTGCAGGACA GGGGACAGAT GA
100%

Conservation MANANNNONN ONO00NO000_0NO0N00000
o%
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80 20 100
|
hEPO lloogoalgl -glllgl. Holltgolig Igglllll- HotHEEE cHY gllgll-l BtoooHETHE g= fogg HoNEENEREE lg-l.lll ot cENE ol o 110
Sequence? B - - - - - = == == - - - s - et e e e e et e e e ot e e e m et e e e mmf o moo o - G B T e
Consensus NTGGGGGTGC ACGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTNCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCCG
100%
RS SO 0000000000 NOO00NNnnn._ 0Nnnna00nn._ nnonnnnnnn._ 0nnnnaonnn._ noo00nnnnn rrmmm ON000O000nNn0 FITl_nm
o%
I|20 1:0 1I60 1I80
hePO EoilBtgolg HoofENEENE KooBooMEEE ooBoclEcE; EETETNENE Hoooliokol W EENENT.E Ho 'Ilglllg EoEEtETHE Igl= = llglll 220
SEQUENCET = = = = = = = = = = = m = m = o & e o e e o e oo oo o e oo m oo e o oieo—o oo -cBTTTcHETG HcE-TETEBEE ToT G GTTH 45
Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTNNATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA
100%
Consenvation mMONNNNNN NRORERNRNAR ARORRRRERD ITI'ITITITI'I 0000000000 0000000000 0000000000 W
40 80 300 320

1
hero EEEREEENE o lggllglgg BtgoBoolillo gg=g= llgllgllgl lgg.ggg- foolMEEE Bt otMooEEEY
sequence? ETTTETETCE BTccHEEcEcc BTccHccTBc cclEc cilcBEcE® WG- - ------ ---------- - ---
Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG GGCAGCAGGC CGTAGAAGTC TGGCAGGGCC TGGCCCTGCT GTCGGAAGCT

g tlB% olagg g-gg-l gt oot HEEE 330

GTCCTGCGGG GCCAGGCCCT GTTGGTCAAC

100%
N3 B WW O000000000_ 0000000000
o%
240 400

80 380

| | | |
hePO EEETEEEE N BotooodoHE BEtEE Hio BEtokoodtE BEEE.tHE. TooBEitE.E HoEETEEEEE BiEtoHitHo

LT =T o [T 1Tl T T NS~
Consensus TCTTCCCAGC CGTGGGAGCC CCTGCAGCTG CATGTGGATA AAGCCGTCAG TGGCCTTCGC AGCCTCACCA CTCTGCTTCG
100%

420

|
goltltoocd (HENE EE.. HE o-llll 440

Conservation
o LIICICICICICICIN

420 500
| I | |
hereo BEETEEEET oBooBEtEE:; Bi.BiEEEET BE EEEEEtE EEt Bt EEE HittEE BEE SEtEtiEE.E tHiEENiEEE

=0 =T o
Consensus CCCTCCAGAT GCGGCCTCAG CTGCTCCACT CCGAACAATC ACTGCTGACA CTTTCCGCAA ACTCTTCCGA GTCTACTCCA
100%

Consewaﬁon
IIIIIIIIII

hEPO .gggglggl BtoBE..ENE gggg-gll =582

SEeqQUENCET - - = = = = = = = = — et e e e e e mmmmm——— oo
Consensus CAGGGGAGGC CTGCAGGACA GGGGACAGAT GA
100%

Consenvation mMONMNNNONN OONO0NONO00_ O0ONO000000
o%
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) 20 100

20 40
| ] | | |
hEPO I=ﬁgg gtgl BN EETotHE toNEtoclto HooMttHIEE totHEEtoNY otHoNIEEEE HigooNEIEE BE.tEEtooc W NEEEEEEE H.EEtEEIET ot EEE HE. 110
Sequence8 GETGGEG--- - ---- - - - - - o i e e e e e e e e e e e e e e e e e e e mmmm e m e e e e e e m e n - 7
Consensus NNNGGNGTGC ACGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCCG
100%

Consenation O000O00000  0OONAONONN 0000000000 0NO0NOON0N  ONa0nannNan  Annannanan  Annannannan  annannannn - onnnannann - no0nanncnen

120 140 160 180

200 220
I I I I I |
herO EoiBYgolo HooXEEEIEE HooHooMEEE ooHooMEoE, EEIETNEN.E HoooMioiol HoHENENE.E & lllglllg lglllll lgl.g’ ===glll 220
SBQUENCES - - - - - - - - - - oo L L. Lol Lol oo -GETTGH-Tc BcH-TETEBEE ToT G GTTH 44

Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTGAATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA
1007%

Consenation, MINNNONNN_ ONOOONOON OO [ oo oo o | | | W
2

240 80 300

280
| | | | |
hePO EEEEMEEE ol MiooEEcEao llgolggllg gg‘g‘og' 'gllgllgl foolEoooll TooMEEE ol oiMooEE.EY otHEtoMooo oMEE.cHEET ottootHEEN 320
Sequences BTTTETETCE BTccHEcEcc BTccHccTEG G G CHNCEBECEE BE- - - - - --- --------- - - e i iaas aeaaoo-- 96
Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG GGCAGCAGGC CGTAGAAGTC TGGCAGGGCC TGGCCCTGCT GTCGGAAGCT GTCCTGCGGG GCCAGGCCCT GTTGGTCAAC

400 420 440

| | | | | |
hero THETHEEE N MotogoBoHE BEtcME Nt WAt ot goHtE EEHME.tHEg HooHMETtH.E SHNINENEE BHiBtoNttHo ooMiMiogol HENE EE . EEHEEIHTE <40

Sequence8 - - - - - - - - - - e e e e e et e et e e e e e m e smess meeeeemsees e eemeeees memmeeeees smemmeeeeme== e memmem== mmeeememme= === ====-== 96
Consensus TCTTCCCAGC CGTGGGAGCC CCTGCAGCTG CATGTGGATA AAGCCGTCAG TGGCCTTCGC AGCCTCACCA CTCTGCTTCG GGCTCTGGGA GCCCAGAAGG AAGCCATCTC
100%

Conservation

I I | I I
hero EEETEEE 8t oHooEEtEE. Bt HiEEEET BE SEEEE(E EEt ot EEE HittEE HEE ERIEttEE.E tHtEN{EEE EtttiEEtEE. oo EEEHto BE.HiotEEE 550

SequenCe8 - -----c-c - - mcm i e e e meceeaacee meecccccca cmcccsscas smeecsmcacs escmccecs== me-ececcsce ecccsecca-ec= ecccca-ec== escca===== 96
Consensus CCCTCCAGAT GCGGCCTCAG CTGCTCCACT CCGAACAATC ACTGCTGACA CTTTCCGCAA ACTCTTCCGA GTCTACTCCA ATTTCCTCCG GGGAAAGCTG AAGCTGTACA
100%

Conservation
oo LU W W WU

580

560
| |
hePO MBEggoolooll WEoMEooENE goocENE AN g= 582
-8 o7

SeqUEeNCES - - - = - - - - - & o e e e e e e e oo oo -
Consensus CAGGGGAGGC CTGCAGGACA GGGGACAGAT GA
100%

Consenvation nOOPMNNNAN NRRNRNORRNN FRRORRRRER
o%
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80 100

20 40 &0
| | | | |
hePO BEaagggtoll EEcEET otHE ToBBEoolito HooMItHIEE HotHEEtoHY ctH HIEEEY BioocHETEE HE.tEEtooc H.NEEEEEEE B BEIEETEE ot EHEE. 110

SequencelB - - - - - - - - - - - oo oo

Consensus ATGGGGGTGC ACGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT
100%

______________________________________________ 4
CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCCN

Conservation MINNONNONN OOOOOOON00 ITlTlTl—lTﬂ OOOOOAOOO0 - OAOOOONAONA- OOACOCone
160

rrrrmerrrrrrrrmmnnnﬂrrmﬁrm

120

|

hEPO .il foolg HootEEEIEY Igglgg-l

Sequence16 GEcCBTTcHETc BG-------- ----------

Consensus NNNCNTGNNG AGGTACCTCT TGGAGGCCAA
100%

GGAGGCCGAG AATATCACGA

CGGGCTGTGC

80

toEaEEER gl Eoltt BBt lglllll lgl= = llglll 220
-------------------- ---HTR TGT G GUTH 42

TGAACACTGC AGCTTGAATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA

Consenaton ON000N0000
o%

240

)

hePOo EXEEETEE ol BigoBEcHgg EigoMoolilo

Sequence1s BTTTETETG TccBEcEcc BiccHccTBG

Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG
100%

260

|
0l LE L EE gtEoEE gk
GGEGEGG' lcllcllel

GGCAGCAGGC CGTAGAAGTC

280

TGGCAGGGCC

300 W

HooHENT MY gllggllgll otllt olaag g-gg-l gt gotMEENE 330

TGGCCCTGCT GTCGGAAGCT GTCCTGCGGG GCCAGGCCCT GTTGGTCAAC

Conservation

| ]
hePO EHEXEEEE N HMofgooBoHE BEEHE.Hig

SequencelB - - - - - - - - - & o e e e e e i o o e oo -

440

420

400
| I I
EoHEtHEEEE BiBtoMttHg ooMiMtoool HEEE EE.¢ EE HEETHIE 240
-------------------------------------------------- 95

Consensus TCTTCCCAGC CGTGGGAGCC CCTGCAGCTG
100%

|
nerO EEETEEEEt oHooBEtEE: Bt EtEEEET

SequencelB - - - - - - - - - - - oo oo
Consensus CCCTCCAGAT GCGGCCTCAG CTGCTCCACT
100%

Conservation

| |
hePO BBEoooolooll WioMEqcENE coooENE Y

Sequence1B - - - - - - - - - - - - i e i o - o oo
Consensus CAGGGGAGGC CTGCAGGACA GGGGACAGAT
100%

Consenvation  IINNONNNNN OOONO0N000  ON00N00000
o%
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20 40
| |
hePO Bt ooggolioll ENEEToXEE X oMEtoolito TooMttHINE HotHEET HY

Sequence17
Consensus ATGGGGGTGC ACGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT
100%

80 100

gllgll-l Bt oo oBETEE llgl-lggg B EEEEEEER lg-l-lll glglllg.g 110

Conservation
e LC AL OO DCO AL O OO OO C OO0 DE O DC OO BB DEL 000 DC O F OB DC AL DC O AR M

120 140 160

hEPO lgl-lgglg BootEEETEL lgglgg-ll golgolliclo lllll-lgl Hoooligiol &
Sequence17
Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA

CGGGCTGTGC T

GAACACTGC

llglll 220

Ho lll od@to BoEEtEIEE
GETH 41

cBTGETG HcE- TETEE i

g e
TGT G

AGCNNNNATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA

C°"se“’a"°" o OOOOONON0M - OOAOOCAONCN - OOOOOOCNCN I'ITITITITI'I AONONOAO ITITITITITI

40
hEPO llllllllgl llggllglgg BtgoBoclilg gg=g= I lgllgllgl o 9991 t
Sequence1?7 BETTETETCE BTccBEcHEGcc BMiccHcciBGc ccBEG GTHCHBGTE TcHETG---B ¥

Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG GGCAGCAGGC CGTAGAAGTC TGNNNGGGCC T

ggql gL
ceTTR-¢

GGNNCTGCN

l|.|.|.|.|-|.|.|.LL.L|.|.|.|.|.|.|.|.|J

[N
|
l-lg H gifoctHEENE 220

gtlooHE l
TccHc T TTTHGTTTHET 138

GNNNNAANCN NTNNNGNGNG GCCAGGCCCT NTTNGTNNAN

100%
y I 400 4[20 440
hEPO HIMQH Bk lgll l BEtgkocHIE - -8 gmil l i.g-l l“llHlll mll i o L ‘gll ll 438
Sequence17 BET G l lcl lGlG cHET cBEEG Bcc- -B GTTTERTGE IM TTEBTEEG T fic 243
Consensus NCTNCNCAGN NNNGNNANNN CNTGCANCTN NNTGNNGANN GCANGCCNNC NNTNNCCTTC NNNGCCTCAN CNNTNNNNNN NNNNNNCNNN NNNCNNAGNA NNNNNCNATN
100%
Conservation
o IO
7
hero § tHEE . llglgg-l Ig NS BiEE & l t lillgl Hllll-gl IIIHIIH clotHtENEN llllll.ll l llg illgllill 548
Sequence1? FTBETGCE--- -------- TcB TiTcccBTce BTG -fee BBT------- = TT TeTT T TcEBTG cHc cETTEETG 328
Consensus TNCNNNNCAG ATGCGGCCTC ANNNNCNNNA NTNNGNNNNN NNNCTNCTGN CANTTTCCGC AAACNCTTCN NNNTCNACNN NNANTNCCTC CNGGNANAGC NNNANNNNTN
100%
Conservation
ox [ERIREN 00N
5]03 580
hEPO aggolg g-lﬂ:‘gl BEooocHNE- - --------- 582
Sequence17 EHGGII— ---R T8 TTcGeT IIIIGII-I MI 269

GCCTNNANNA NNGGGNACNC TTCTGTTCCT NANNA

AONONOOOO

Consensus CANNNGGNAG
100%

Conservation
o%
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20 40 &0 80 100
| | | | 1
hEPO llggggg=g BBt otHE toBBtoolto tooMttHIEE totBEEE Bt otEoEtEEET EioooHEIEE BE tEEtooo W NEEEEEEE H.EEiEEtE: ot EEE.HE. 110
Sequence18 - - - - - BEEEE BE-------- -----cccccec cecccccccce cccecmcccce mcmecmccecse cecmecccccse eecsmeccecsc=e memcccsec== memccecsc== me-=======
Consensus ATGGGGGTGC NCGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCCG
100%
Conscrvaon 0000000000 000nnnnnnn - 0nnnnn0000_ 0000000000 dnnnnnnnnn 0000000000 FITI'ITITH'I 0000000000 Annnnnnnnn
o%
1|20 1]40 160 1&) 220
hePO BoilBfoolo BoofENEINY HooBooMEEE ooHoolloE. lllll.lgl Booolioltoll Igllllllgl Eolit BBt HoEEtETHE lglm a mﬂglll 220
T 11 1 - ----mmcHETc BcH-TETEER Tom G TTH 42
Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTNNATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA
100%
Consenvation MINNONONNN_ONNOOO0NN0_0NNONO0N00 I'I'ITITI'ITI'] 0000000000 ITITI'ITITI'I 0000000000
o%
2?0 300
hero EERENEEE o Ilggllglgg BfooBoollo = m l lgll t 1 i HollE o gllgll oflBtolooo ollEqg l gl g o HMEEN 320
Sequence1s ETTTETHETG TcclHBcEcc BTccHccilG G G lﬂilcc TTB cBGGBETGTT c GTH--- ---------- ------ T TTTTcCTCHE 133
Consensus ATTTCTATGC CTGGAAGAGG ATGGAGGTCG GGCAGCNNGN CGTANANNTC NNNNNGNNNC NNGNCNTGNT GNNNGNAGCT GTCCTGCGGG GCCAGGCNCT NTTNGNNNAC
100%
Conservation
o 010 Il 0000000000 Il
420 440
hero EEER Iglgm rli=g lg lllgliglll ‘ri “ll l nr B----EREcE KENg----- ﬂ IL o BEEE.E i 431
Sequence1s TTREG GG ----- TEBT TTITTT IGIGIIIIGI ll IIIIIG TTEEGT G lllllll T8 236
Consensus TNNNNCNNGN CGNGNNANCN CNTNCANNTG CATGTNNNNA AANNNNNCNN NNNCCNTCNC NNCNTNNNCA NGAGATNTGN TTCNTATTTG NNTNNGNNAG NNNANANNNA
100%
Conservation [y 000 N OO0 N
500
oo RRSHTRTRCY TEET 'l°" LT ATARRE TiTTEBATTC RETERT 'lﬂ- ARRARRARAN TREAREET 1 SHRRT 0
Sequence18 lIG frcT TEETTEETEC CETCTEEBEE B--- - - - - l T lll G TTITT IIG TEETT Tcl Tom l i 339

Consensus ATGNNNTNNN NCNTNCANAN GNNGNCNCAN CTGCTCCACT NNNNANAANC NCNNCNNACN NTTTCCNNNN NCTCNTNNNC AACANNNNAC TCCAANNTNC TNNNNNNAAN
100%
Conservation | |1 | 00000 O OO0
AN
hEPO i i Ii.‘ lrgogo Bao lg=g oBBBEgggoEl HoEH M 532
Sequence1s ETTHTEETER TTEETCTT-- ---BETCHE- ---------- ----- B 364
AGGCCTGNAG GACAGGGGAC AGATGA

Consensus NNTNNANNNN TNCNNNNNGG
100%

Conservation
o%
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hEPO
Sequence19

Consensus
100%

Conservation

o%

hEPO
Sequence19

Consensus
100%

Conservation
o%

hEPO
Sequence19

Consensus
100%

Consewaﬁon

hEPO
Sequence19
Consensus

100%
Conservation
o%

hEPO
Sequence19

Consensus
100%

Conservation

o%

hEPO
Sequence19

Consensus
100%

Conservation
o%

20
|
llgﬂgiglgl BB EEt ot HE
cBcBGcHG- - -
NNGNGNGTGC ACGAATGTCC

TGCCTGGCTG

TGGCTTCTCC

80

TGTCCCTGCT GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG

100

B EEEEEEES Ig-l-lll ot gElE ol 110

CGCCCCACCA CGCCTCATCT GTGACAGCCG

Bolt Igilg BootEEEtEY
TG HGMT--- - -
AGTCNTGNNG AGNTACCTCT

140

TGGAGGCCAA

GGAGGCCGAG

160 180

AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTGAATG

llglllzm

T
G GREW 42

AGAATATCAC TGTCCCAGAC ACCAAAGTTN

LI.I.I.I.I.I.I.Ll,LJ.I.I.I.I.I.I.I.Lh

240

|
EtttHtEt ol MiooEEcEgg
BETTET-7cT cHccEEcHEGG
ANTTCTATGN NNGGAAGAGG

Btgolacitlo
BTTcGeGGe c

ATNGNGGNNG

I
ol
GGEAGHAEG

GGCAGNNGNC

lgg Holt otMgoHE l
TTcBTETGTG GGHGTT
CNTNNAAGTC TGGCAGGGNN TNGCNCTGNN GNNGNNANNT

TCRT AR SrcARTERCH 1
T GI TG III ll IG ll TGHEET

GTNCTGNNNN NNCNNGNCNT NTNNNTCNNN

80
] ]
lag t 1! oo llll l l l II lg l iMoo oliNY ml 1! 437
‘.w ll“‘s ‘MI T lic lil‘c -Gl IIGI I TTGG G T GGG G‘ GGI l‘ T 252
NNNNNCNANC CNNNNGACGG NNCNCTNCNN CTNNATNTNG ANNNANNNGN CANNNNNCNT NNCNNCNTNN NCANNCTGCT NNGNNCNCNN NNANNCCNGN ANNNANNNAT
I I JCICIH I
m 0 0 o
I i“i.gg t Igllﬂ EEtEE B EtEEEt Bt EEEEtttHE; BEEEEtEttE BoBot lﬂ: EtttEEt goEEy Wi oEE i gl 547
TET Illll TcCBTT THTET BT T- - - ----TTcTET ToccEET TETETTTITITT T TTGEBTE TTCETGTTHEE 236
NTNNNNTNNA NNTNNGGCNT NANNTNCNCN ANNCCNANNA ATCACTGCTG ACACTTTCCG CAAANTNTNN NGNGNCTANN NCNATTTNNT NCNNNNNNNN NTGANGNTNN
ILICH AO0O000000_ On0nnnennn
g fmz
lllFﬂﬂl R 'eﬂil aERRERR o7
NATCANNNNN NANGCNTNNN GNNCNGNNNN NANANNAA
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20
1

hePO B ggogoiol BN EEE cIHE
Sequence20 GGTG-

Consensus ATGGGGGTGC ACGAATGTCC
100%

TGCCTGGCTG

40
|
toolttEtEE totEEET Et

TGGCTTCTCC TGTCCCTGCT

80

gllgll-l BtooolEtEE -gl.lggg B BEEEEEER Ig-l-lll gt gHNE ol g 1o

100

GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCCG

Conservation
o%

120

|
hePO EoillEgolg HookERNERE

Sequence20

140

TGGAGGCCAA

160

GGAGGCCGAG AATATCACGA

1&0
T 1 TE
hilehi G GTTH 42

Boogoliglol Igl-llgl lg ttodEto EoEEtETIEE
CGGGCTGTGC TGAACACTGC AGCTTGAATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA

Consensus AGTCCTGGAG AGGTACCTCT
100%

Conservation mEERRRNNNN RRRRRRRARR
o%

TTcH-Tc BcE-THET

240

|

hero EEEEREEE o llgclloloo

Sequence20 BTTTETcTCE BTccHEcEGG

Consensus ATTTCTNTGC CTGGAAGAGG
100%

Bigolgoltlg
BTccEBcEBGG
ATGGANGNNG

260

I
oo.o-iol lollollgll t
G

GG-GGTG cTcTcBGcTG
GGCNGNNNGC CGTNNNAGTN

330

ll oll
151

280
| ]
L L P L T T

NGNNNNNNNN NNGNNNNGNN NTNNNNNGNN NNNNNNCGNN NCCNGNCCCN NTNGNTNANN

Conservation
o%

240

]
ol Bolfgog-
GG lcc

hero HBER
Sequence20 TGBGT

duich

LTI

SRTrEATRAR "'grﬁ"

440

i 437
255

odlg
GIIG

400

|
glgglllg .g.lT =Illg fEH ggolt lg“ I “gl--
----BBETGT THGEETGHEE- BETTGGETT l TG TTEEEGGTT

Consensus TNNNNNNAGN NNTGGNCAGN CNNNNNNNCT GCNTNNNNAN AAAGCNNNNA GTGGCCNTNN NAGNNTNANC ACTNNGNTTC NNNNNNTGNN NNNCNAGNTT ANGAAGNCAN
100%
Conservation |l OO0 00
4?0 540
hEPO Imu &llg ' 1 -I1 .m At Hl’lllll Bo8 l-l BtttEEt MQHIE Ilg Hol 547
sequence20 BTHEET GG GIIIIG T8 ETETHEG l llcl-l TTEET TT TeTT TATTTTETTG TEET TCl 361
Consensus NTNNNNNCCA NANGCNGCCT NANNTGCTNC ANNNNGAANA NNCANTGCNN ANNNNNTNNN NANACTNNNN NNANNNTNNT NNNNTTNNNN CCNNNNANNN CTNNAGCTGT
100%
Conservation i I 1000 000 I 00 00
560
hEPO -ggggl gl olEgg ENEggg i==8=582
Sequence20 | [ c BTTTITT 381
ANNNNNNANA NANNA

Consensus NCNNAGGGGA GGCCTGCAGG
100%

Conservation
o
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20 20

1 1
Sequence1 GllGHglllG H HGHIEII ’IGI G mcl lElllllHl gll E ccBicclce T Gcgagr EERRE - - - - - - --------- -----_._._..
Sequence21 GGEG GBTET ToT G cT THETTTET THcCEBET BccHBTccHcc TBce T o GGIG.. TecTcBTBTT ToiTcEBETTG 109

Consensus GNNGAGCTTG ATGAGATATC ACTGTCCCAG ACACCAAAGT TAATTTCTAT GCCTAGGAAN AGGATGGAGG TCGGGCAGCN NGNCGGTGTA TGGTGATATT TGTTGACTTG

100%
CORGENER0N O000000000 0000000000
o%
1;20 180 200 220

SEQUENCET = = = = = = = = = = = = & & o & oo oo oot et o e o e e e e oot bt ittt oo oo ool ool oo oo oo
sequence21 TTHEBBETECE BETCEEETTc BETCTETETT TEcTCEECEE BEATCEEBETT cTETCEBEEE cEETTEATEE BTEETEETTE EETEETETCE BTEEECETTc BTTEETETTT 219
Consensus TTAACATAGA ACTGAACTTG AATGTATATT TCGTGACGAC AATGAACCTT GTATGACAAA GACTTCATCC CTCCTAATTC AATAATCTGC ATCAAGCTTG ATTCCTATTT

100%

SEQUENCET = = = = = = = = = = = & & & & & o oo & Cf ot ot s s m o oo oo e oo oot i ot oo oo ool ool oo
Sequence2! BCEBBTTEGG GEBBEGETTE GGEBEGGTEEE THEGEGTETE TETTTTEEGE TocBTTTHETE TEEEEEETEE BEEETTTGTE TTcccEETEE BTETETTTTT TTEEETTGET 329
Consensus CGACCTTCGG GACCAGCTTA GGCAGGTAAA TAAGAGTATA TATTTTAAGA TGGCTTTATA TACCCAATAC CAACTTTGTC TTGGGCCTAA ATCTATTTTT TTCCCTTGCT

100%

|
SeqUeNCeT - - - - - e oo - - - -IIG'GI IIGI ----- 95
Sequence21 BTTCETCTTE BTETEEGCTEE THEEEGETTET 7o T BT 378

Consensus CTTGATGTTA CTATCAGTAA TAAAGCTTCT TGANANAANT CTNAAAAAA
100%

Consenvation MAMMNNONNN_ONNOOO0ON0ON0._ ONOO000000
o%




IP:1h

20 40 80 100
1 I
hePO B ggggofioll ENcEEX NN HoMNioolio HooMiTIMINN HoiNENE. I I-l BigocHETEE -gl-lggg B.EEEEEEEE lg.l.lll ot gENE oMo 110
Sequence22 - - - - - - - - e - cecccicace ceccccccse cmececccscas sea===-= meee feeecccccce cecccccsccs cccecccscce cemcccmes= eecsc======
Consensus ATGGGGGTGC ACGAATGTCC TGCCTGGCTG TGGCTTCTCC TGTCCCTGCN GNCGCTCCCT CTGGGCCTCC CAGTCCTGGG CGCCCCACCA CGCCTCATCT GTGACAGCCG
100%
Consenvation MMNONNNNNON_NNOO0NNN00_NNO00ONN000_ 0000000000 0000000000 0NNNN0000n ITI'ITITITI'I 00000NN00N FI'ITITITITI
o%
IIZO 1:0 ‘I?O 130
hePO EoilBEgolo HooHEEEIEE KooMooMEER ooBoolEoE. EETEINENE HoooMioi ol Iglulgl Iglllglllg BoEETET lgl‘ = llglll 220
SEQUENCE22 - - - - - - - - - o e e e e e e oo T7c BTGECGETTEE ToT G GEET 41
Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTGAATG ANNANATNNC TGTCCCAGAC ACCAAAGTTN
100%
Consewationmmmmmmm |||||||||I|||I|||||”]
o%
2:0 280 ZI&O 300 .
hePo ERREMYEY ol MY ooMEoBoo EigoBocillg ocoMEoMEqoE Mot EEH Igi-gw Iggqlﬂll b FELLEL K ﬂl-lg'ggg ﬂ“gg it ﬁll%1 330
Sequence22 -TTTETTTGE TTGTTECEEG BTTTEGCETE GGTGGEEGEE TTToTTEGTE BTETTCEBET BTGGGETETT ETccoTcETE BTTTETETGT BTERTGEEET BEG Tl 150
Consensus ATTTCTNTGC NTGNNAGANG ATNNAGGNNN GGNNGNNGNC NNTNNNAGTC NNNNNGNNCN NNGNNCTNNT NTNGGNNNNN NTNNNNCNGN NNNANGNCCT NNNNNNCANC
100%
Conservatlor;‘ il 00
i P P
hero HEEE c kl“glgr ugngllg .lglgalll EE BB otHEg Hoo l EolEEt Holttl i. lgggl ag ==r
Sequence22 ETEEETEEEG cBTET TEE---- ----TcATTE Hc --THE TT T ----TEETGHE TTciclB cETEETGGGT --GG T TeT 244
Consensus NNNNCNCANN CNNNNGNNCN CCNNCAGCTG CATGTGNNTA ANNCCGTNAN TNGCCNTCNN AGCCTCANNA CNCNNNNTNN GNNNCTGGGN NCCCNGANNN AANCNNNNNN
100%
Consenation 000 | 00 I il
“?" i % XN
hEPO "I.gll i.ig.l lgll l a I I HIW BittEE BEE EEtEttHE & gllllll' llll1lrg ggoBEE Mo HE lﬁ‘ 550
Sequence22 BTHT TET BTETTTTEEG G----GBT TTRTET T TTcTBT-Tcc cEETBETT TTTTTTTER- -BTTCETETT cETGTTEETE TG
Consensus NNNTCNNNAT NNNNNNTNAG NTGCTCCNCT NNNNANANNC ANTNCNNACN NTNTCNGNNN NCNNNNNNNA NTNTNNTCCA ANTTNCTCNN GNNNNNNCTN NNNCTNNNNN
100%
Consenation Il 0000 00000 OO0
N AN
hEPO -l‘w Hooll BigHE. ENE “M B 532
Sequence22 THETTETTGT TETTTITT TT 379
Consensus NANNNNNNGN CNNNANNNNN NNNNANANAN NA
100%
Conservation
ox IO I




IP:2h

hero @R
Sequence23 GG

20

I
gggltgl EN.EEE HHE
G-----

Consensus NNNNGGGTGC ACGAATGTCC
100%

40
I
HolBtocBto TooMitEIEE TotEEETET

TGCCTGGCTG TGGCTTCTCC TGTCCCTGCT

20

80
| |
gl cHtHEEE HioooHETHE HEtEEtooo

GTCGCTCCCT CTGGGCCTCC CAGTCCTGGG

100

CGCCCCACCA

CGCCTCATCT

ot g@HNEcHE . 110

GTGACAGCCG

Conservation
o%

mmmmmmmmmm

120 140 60 80 220
| I |
herPO BoilMlEoolo HootERNRENE Igglgg-ll golgolliglg lllll-lgl Boooliogkoll Igll.llgl lg Ilglllg lglllll lgln H ===glll 220
SEQUENCE23 - - - - - - - - - - s e e e e e e e e e e e e e eeee e eeeeee---- EcHE-TETEA G GTTH 423
Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG AATATCACGA CGGGCTGTGC TGAACACTGC AGCTTGAATG AGAATATCAC TGTCCCAGAC ACCAAAGTTA
Consention . 0000000000 I'ITITITI'ITI 0000000000 ITITITITITI 0000000000 ITITITITITI 0000000000
P .
hero EEEEBIEE o Mool i BigoBgoltlo ggllg-ggl BotEoEE N ToolBoog lggﬂlgll ot gllgl= #“gg olBE o cHEEY oitootHEEN 320
Sequence23 BMTTTETHETG lGG“ﬂ'G BiccBccBee GTTH------ ---------- -------- Bce TcTH cBTHGHEET G GGH 6F-------- -TTceTcGHE 120
Consensus ATTTCTATGC CTGGAANAGN ATGGAGGNNG GNNAGCAGGC CGTAGAAGTC TGGCAGGGCC NGGCNCTGNN GNNNGAANNN NNCNNNNGGN GNCAGGCCCT GTTGGTNNAC
100%
Conservation
LTI A 0 m
P P
hero HEBEE l alt gglﬂ HolEcltg ‘glgglll llg.gllli lggull IT III l Ii ﬂi“.i a i BHoo IRTIIII 440
Sequence23 [ - - - - TTETGTAT TTCEBTT cCETH BEc----- TTc TG TcBETG TETEET lGle TEBTHEGGG 220
Consensus TNTTCCCANN CNTNNGNNNC CCNNNNGCTN CNNGTGGATA AAGCCGTCNN TNGCCNTNNC ANCCTNNCNN CTNNNNNNCN NNNNNNNNNN NNNNNNAANG NANNCNNNNN
100%
Conservation | IMNNN oL i Il 0000 rITnTle
4?0 500 540
hEPO Fil glgir ol L EEE g i-HfHEo m lﬂ Hl1 EEtth - Wll--- ﬂllgll g 546
Sequence23 T T T GET ¢ TEEBTTEEAT GG TGTTTTGET I [ | BTETGT GEBTTE BTITT TG 329
Consensus NNCTNNNNAT GCGNCNTCAN CNNNNNNANN NCNNNNAANN NCNNCNGNCA CTGTTNNGCN NNNNCTNCNN ANTNNANTNC ANNTNNCNNN NNNNNACTTA NNTNAANNTG
100%
Consenvation 0 0000 0 I
P N
2 Wiaisian ottt ARBANE Ml aalltll af
Sequence23 FTITHFTTTET IG T TEBTTEETGT IIIIIII Il 381
CCANNNNN NNCNTNCNGN NCNNNTTTTT TTNNACANAN NA

Consensus TNNATTTTAT TG
100%

Conservation
o%




IP:3h

20
hePO EHoooaalioll glllgl. .gr.gilli iglllll lglrlal ot l 1 1 BEgt lggi l H l r 1IL ot cENE Mg 110
Sequence24 Glf-------- -BGGHEGETT TcH-TcETHEE TH-- - -- TGTET TcTl BcBTTcTETT BTEcTTRTER - ----- - - - -
Consensus NNGGGGGTGC ACGNANGNNN TGNCTGNNNN TNGCTTCTNC TGTCNNTNCT GTCNCNCNNT CTNNNNCTNN NNNNCCTGNN CGNNNNNCNN CNCNTNNTCN GTGACAGCCG
100%
Consenvation MANNNNNNN 0000 00 OO0 ITrITITITn
IIZO 1:0 1?0 180 200
hePO EoilBioclg EoofENNINE KooHocHEEE gglgg.glg fEINENE Mooolitotol lgll-llgl BBt oEEtg lglllll Iglml nllglll 220
SeqUeNCe24 - - - - - - - - -- - --o--o- oo oo TETTTCCH TEETTTGW-- --------- cHETTG---- ---- cBGTGT 133
Consensus AGTCCTGGAG AGGTACCTCT TGGAGGCCAA GGAGGCCGAG ANTATNNNGA NNNNNTGTGC TGAACACTGN NNCTTGAATG AGAATNTCNN TGTCNCANAC ACNNNAGTNN
100%
Conservation
o LOOO000000 0000000000 0000000000 [ AONO00000n [
2|40 280
hero EEREEEEE o 'I BoBog HigoBHoolilo gg.g.gil lgllgllgl aggolill g ll gtloolEg l WM gm. gllggl“ 330
Sequence24 BT GTTTHETG G&.G--- ----------------- T----6T IG TTTG TCEETEEERT- ------- TET GTTTCH 211
Consensus ATNTNTATGN CNNNAAGAGG ATGGAGGTCG GGCAGCAGNC CNTAGAAGTC TGNCNNNGNC TGNCNCNNNT GTCGGAAGCT NNNNNNCNNN NCNNNNCCCT GTTNGNNNNC
100%
CORSSRENon I 000NNNNO00. 00 Il 00 00
P P P i P 7
hero EREEEEEEcE glggg Ilg-glli HoltgodtA llg-gl-g HoolMETtHNE lg.l llllgllllg ggllll“gl ir EHgo WMO
Sequence24 TTETTGGHETT IIGGI m----- T GUTTHTH BE-------- ---------- ----THEBET TAT------- T B llillﬂl 285
Consensus TNNTNNNANN CNTGGNANNN CCTGCAGCTN NANGTNNATA AAGCCGTCAG TGGCCTTCGC AGCCTCACCN NTNTGCTTCG GGCTNTNNNA NNCNNNAANN ANNCCANNNC
100%
CORSSRSNoN. N 000 O0NNNNN000. N I N
P i XN
hEPO rl-gll glgi1l=g Bt IHI 15 I =Igllgl. titEE HEE 1lll=rgl tElt llll-l-g goodEEME. EE. M XENE 550
Sequence24 HETTTTTTET TcocHETETEEC THRETAT TITT GTTTGTTE BTETGE--- - -BTETEETG TGl B0 s o 367
Consensus NNNTNNNNNT NNGNNCTNAG NNNNTNNACT NNNNNNNANC ACNNNTGNNA CTNTNCGCAA ACTCTNCNGN NTCNNNTCCN NTTTNNTCCG GGGAAAGCTG AAGCTGTACA
100%
Conservation
ox JCICHN [ I A0NONO0000 _ A0n0nOnene
i i
hePO BBEoooolooll W olE.ENE gggm B 582
Sequence24 - - - - - - - - - - oo -- --- 376
GGGNANANAN NA

Consensus CAGGGGAGGC CTGCAGGACA
100%

Consenvation IOEENNRRNN FRRRRRRRAN
o%




