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CGCCGCACACTGGT - -=-=-=--- AllTcTccecoGaljccflcGAcGCjAG - cGTCGCTAGGAAATCACACCTTIAG
GCCGCBCACTGGT - - - v e m - - - AlTGTGCGjccGfacceceaccecac -@ecTeceTAGGAAATCABARCTlAG
GCCGCACACTGGT - -----~-- - - ARG TGCGGCGGGlcGCGGRclijccAG -lccTeceTAfGAaATCACACCTTH- -
CGCCGCACBCTGGT---------- TGTGJGGCGGG CGTCGCTAGGAAATCAJaccTTRAG
CGCCGCAACTGGT---------- TGTGCGGCGGGACGCGGACGCCAG - MCGTGCTAGGAAATCACACCTTIAG
CGCCGCATACTRGT - - - - - - - - TGTGCiICGGGACGCGIACGCCAG— CGTCGCTAGJAAATCACACCTTHAG
CGCCGCACACTGGT -~ ===~ -- TGTGCIGCGGGACGCGGACGCCAG - MClTCGCTAGGAAATCACACCTTHAG
CGCCMCACACTGGT - = - mm - - - - TGTGCGGCGGGCGCGGACGRCAG -lCGTCGCTAGGAAATCAACCTTHRAA
CGCCGC TGGT----mmm - - TGTGCGGCGGGACGCGGACGCCAG - GCTAGGAAATCACACCTTHAA
CGCCGCI ITGGT ---------- TGTGCGGCGGGACGCGGACGCCAG - IGCTAGGAAATCACACCTT AA TTAATTAGTATT
CGCCGCACACTGGT - -=-=-=--- TGTGCGGCGGGAMGCGGACGCCAGCBCGTCGCTAGGAAAT CACACHETHECHETECEART ~AGG '8 GAEET - - - ATABEEC- - - - - -
CGCCGCACACTGGT === ===~~~ - TGTGCGGCGGGACGCGIAIGCCAGC CGTCGCTAGGAAATCACACCT T - = = = = = = = = = = m o e m e e o e e e e e e o e e e e oo oo -

ABGGTJTGATTTCCTAGCGACGTCTGGCGTCCGCG
AAGGTGTGATTTCCTAGCGACGTCTGGCGTCCGCG
TTATGTC---------- CAGTATAA- - - == - = oo e e o - - TGGTGT-ATTTCCTGCGACGTCTGGCGTCCGCG
TT-TGTCCTTORARR THTG- - - - - - - - - - - oo oo e oo oo oo oot GTGTGATTTCCTAGCGACGTCTGGCGTCCGCG

---------------- AAGGTGTGATTTCCTAGCGACGTCTGGCGTC GCG
ATAACATAA- - - AAGGTGTGATTTCCTAGCJaCGTCTGGCGTCC

.......... AAAATAT - - - - - ATGITTAIITC-GCGACGTCTGGCGTICGCG
GEGAT

4 4 0 4 0 -

TTAATTTGTATT
TTAATTAGTATT

AAGGT TCCTAGCGACGTCTGGCGTCCGCG
AAGGTGTGATTTCCTHMGCGACGTITGGCGTCCGCG
AAGGTGTGATTTCCTIGCGACGT TGGCGTCCGCG
ATTTCC- -GCGACGllcTGGCcGTCCGCG
ATTTICTAGCGACGTCTIGCGTCCGCG

TCTTGICTTTC
TT-TGTCTTTC

----- CTAGCGACGTCTGGCGTCCGCGECMCGCCGCACACTGGT--------- - AMTGTGCHlGCccAacGcGlgaccecac - BcliTBccTAGGAAATCACACCHT - A e
------- AAGGTGTGATETCCTAGCGACGT - - GljcGTlcGCGECllGCCGCACACTGGT - - - - - - - - - - ARTGTGCIICGGGACGCGGACGCCAGCECGTCGCTAGGAAATACAENT TlAG ---G TAATAGTRTT
ATGGTGTGATTBCCTAGCGACGTCTGGCTC- - - - - - - - - - CACACTGGT === =-==--- TGTGCGGCGGACGCGGAcCCAG - BlIGTCGCTAGGAAATCACACCTIEA GAAGHABMTCAATTA- - - -

TGGTGTGATTTCCTAGCGACGTCTGGCGTCCGCG
AAIGTITG-CTAGCGACGTCTGGCGTCCGCG

TGTGCGGCGIGACGCGGACGCCAGC

CGCCGCACICTGGT ..........
——TGCGGCGGGACGCGGACGCIAG—

CGCCGCACACTGGT == =-==-==-=-=--

CBTCGCTAGGAAATCACACET TIRAGHET - - - - - = - === = s me e e e e e o ATTA----T
CGTCGCTAGGIAATCACACCTT AA
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