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atg gca gcc ggg age atc acc acg ctg ccc gec ttg ccc gag gat gge ggce age ggc gece tte ccg

ccc gge cac ttc aag gac ccc aag cgg ctg tac tgc aaa aac ggg ggc tte ttc ctg cge atc cac

Ccc gac gge cga gtt gac ggg gtc cgg gag aag age gac cct cac atc aag cta caa ctt caa geca

gaa gag aga gga gtt gtg tct atc aaa gga gtg tgt gct aac cgt tac ctg gct atg aag gaa gat

gga aga tta ctg gct tct aaa tgt gtt acg gat gag tgt ttc ttt ttt gaa cga ttg gaa tct aat aac tac

aat act tac cgg tca agg aaa tac acc agt tgg tat gtg gca ctg aaa cga act ggg cag tat aaa ctt

gga tcc aaa aca gga cct ggg cag aaa gct ata ctt ttt ctt cca atg tct gct aag age tga

Native human bFGF ¢cDNA sequence (SEQ ID NO:4)
1 maagsittlp alpedggsga fppghfkdpk rlycknggff Irihpdgrvd
61 klglgaeerg vvsikgvcan rylamkedgr llaskcvtde cffferlesn
121 tswyvalkrt gqyklgsktg pggkailflo  msaks

Amino acid sequence of native human bFGF (SEQ ID NO:5)
1 maagsittlp alpedggsga fppghfkdpk rlycknggff Irihpdgrvd
61 klglqgaeerg vvsikgvcan rylamkedgr llaskcvtde cffferlesn
121 tswyvalkrt gqgyklgsktg pggkailflp  msaks

Mutated human bFGF amino acid sequence (SEQ ID NO:6)
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