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Fig. 1

(A) CSk-SH5 (SEQ ID NO:1)
CAGTTTACTCACCAGGGATTCAGAGGCAGCACTGCTGAACCCTGAGCCCTTGGCACATCAGGTTGGCTGTCAG 
AAGTCGGCCTTTGTACATACACAGTTCCCTTGTGAGGCCCAGCTGCGTGTCCTAGGAGCGGGGCCTCTCTCCA 
CAGCAGAGCTCAGCCTCTCAAGTGTATGGACAGCACGGGTGCCTGATGGGTGGATTTAGCCATGAGTTGAAGG 
T GGC T TGGGGAGAAT GAGAGT TC TAGAGATAGGGAGAAGGGGTT GCCAATAGGAGAGTGGAAT TCC TGAGCAC 
CTCGTCACAGGCAGCCGACAGAACATGAGCCGCAGGGCCCAGGCTATTTATACCTCGCCTGTCACTATCAGGG 
TCCCCACAGCTCCCCCCACCTCCAGCCACACACAGCAGGTCCTTTTGCTCTTTCTGGTCCCTTCTCTACTCCT 
CCCCCTCCCTACCTAA

(B) Dph-CRE02 (SEQIDN0:2)
GACAGGTGCGGTTCCCGGAGCGCAGGCGCACACATGCACCCACCGGCGAACGCGGTGACCCTCGCCCCACCCC 
ATCCCCTCCGGCGGGCAACTGGGTCGGGTCAGGAGGGGCAAACCCGCTAGGGAGACACTCCATATACGGCCCG 
GCCCGCGTTACCTGGGACCGGGCCAACCCGCTCCTTCTTTGGTCAACGCAGGGGACCCGGGCGGGGGCCCAGG 
CCGCGAACCGGCCGAGGGAGGGGGCTCTAGTGCCCAACACCCAAATATGGCTCGAGAAGGGCAGCGACATTCC 
T GCGGGGT GGC GC GGAGGGAATGCCC GCGGGC TATATAAAACCT GAGCAGAGGGACAAGC GGCCACCGCAGC G 
GACAGCGCCAAGTGAAGCCTCGCTTCCCCTCCGCGGCGACCAGGGCCCGAGCCGAGAGTAGCAGTTGTAGCTA 
CCCGCCCAGGTAGG

(C) Dph-CRE04(SEQIDNO:3)
CC TT T TAGAGAATCC AC ACC T GTCCC AGT T GC T GGGTTCCAC TACCAAAAGTGAAT T GCAAC T AT T TT AGGAG 
CACTTAAGCACATCCGAAAAATGAGTGATTCTGTTCTGGCCCACACCACATCACTGATGTACCCCCTTAAAGC 
ATGTCCCTGAGTTCATCACAGAAGACTGCTCCTCCTGTGCCCTCCACAAGGTTAGAACTGTCCTTGTCTTAGG 
GAA7\AAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGACAGGCACCAACT 
GGGTAACCTCTGCTGACCCCCACTCTACTTTACCATAAGTAGCTCCAAATCCTTCTAGAAAATCTGAAAGGCA 
T AGCCCC ATAT ATC AGT GAT ATAAAT AGAACC T GC AGC AGGC TC T GGTAAATGATGACT  ACAAGGT GGACT GG 
GAGGCAGCCCGGCCTTGGCAGGCATCATCCTCTA7\ATATAAAGATGAGTTTGTTCAGCCTTTGCAGAAGGA

(D) Dph-CRE06 (SEQ ID N0:4)
GGGCCAGGGGACGGTGGCTTCTACGTGCTTGGGACGTTCCCAGCCACCGTCCCATGTTCCCGGCGGGGGGCCA 
GCTGTCCCCACCGCCAGCCCAACTCAGCACTTGGTCAGGGTATCAGCTTGGTGGGGGGGCGTGAGCCCAGCCC 
CTGGGGCGGCTCAGCCCATACAAGGCCATGGGGCTGGGCGCAAAGCATGCCTGGGTTCAGGGTGGGTATGGTG 
CGGGAGCAGGGAGGTGAGAGGCTCAGCTGCCCTCCAGAACTCCTCCCTGGGGACAACCCCTCCCAGCCAATAG 
CACAGCCTAGGTCCCCCTATATAAGGCCACGGCTGCTGGCCCTTCCTTTGGGTCAGTGTCACCTCCAGGATAC 
AGACAGCCCCCCTTCAGCCCAGCCCAGCCAGGTAC

(E) Dph-CRE02-CRE04 (SEQ ID N0:5)
GACAGGTGCGGTTCCCGGAGCGCAGGCGCACACATGCACCCACCGGCGAACGCGGTGACCCTCGCCCCACCCC 
ATCCCCTCCGGCGGGCAACTGGGTCGGGTCAGGAGGGGCAAACCCGCTAGGGAGACACTCCATATACGGCCCG 
GCCCGCGTTACCTGGGACCGGGCCAACCCGCTCCTTCTTTGGTCAACGCAGGGGACCCGGGCGGGGGCCCAGG 
CCGCGAACCGGCCGAGGGAGGGGGCTCTAGTGCCCAACACCCAAATATGGCTCGAGAAGGGCAGCGACATTCC 
T GCGGGGT GGC GC GGAGGGAATGCCC GCGGGC TATATAAAACCT GAGCAGAGGGACAAGC GGCCACCGCAGC G 
GACAGCGCCAAGTGAAGCCTCGCTTCCCCTCCGCGGCGACCAGGGCCCGAGCCGAGAGTAGCAGTTGTAGCTA 
CCCGCCCAGGTAGGGGCGCGCCGTCGACGGATCCCCTTTTAGAGAATCCACACC TGTCCCAGT TGC TGGGT TC 
CACTACCAA7\AGT GAAT T GCAAC TAT T TTAGGAGCACT TAAGCACATCCGAAAAAT GAGT GAT TC T GT TCT GG 
CCCACACCACATCACTGATGTACCCCCTTAAAGCATGTCCCTGAGTTCATCACAGAAGACTGCTCCTCCTGTG 
CCCTCCACAAGGT TAGAACT GTCC TT GTC T TAGGGAAAAAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA 
GAGAGAGAGAGAGAGAGAGGGACAGGCACCAAC TGGGTAACC TC T GC T GACCCCCAC TC TAC T TTACCATAAG 
T AGC TCC AAATCC T TCT AGAAAATCT GAAAGGC AT AGCCCC ATAT ATC AGT GAT ATAAAT AGAACC TGC AGC A 
GGCTC TGGTAAAT GATGACT ACAAGGT GGACT GGGAGGCAGCCC GGCC TT GGC AGGC ATC ATCCTC TAAAT AT 
AAAGATGAGT T TGT TCAGCC T TT GCAGAAGGA


