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S1VsmE543-3 CNKTETDRWG LTGRAETTTT AKSTTS TT TTTVTPKVIN EGDSCIKNNS CAGLEQEPMI GCKFNMTGLK RDKKIEYNET WYSRDLICEQ PANGSESKCY MQHCNTS

CSF 32-3  ..........
CSF 32-1  ..........
CSF 32-4 ... .. .....
CSF 32-2  ..........

Pl 32-4  _.........
PL 32-9  _.........
PL 32-3  ....... K..
PL 32-2  _.........
PL 32-1  _.........
PL 32-7  _...... K..
PL 32-8  ..........

CSF 76-1 ... .....
CSF 76-12  ..........
CSF 76-10  ..........
CSF 76-2 ... .....
CSF 76-8 ..........
CSF 76-4 ... .....
CSF 76-7 .........
CSF 76-9 ... .....
CSF 76-5 ... .....
CSF 76-11  ..........

PL 76-2 .........
PL 76-8  ..........
PL 76-4 L .........
PL 76-3 _.........
PL 76-7 .........
PL 76-10  ..........
PL 76-11  ....... K..
PL 76-6 ..........
PL 76-1  _..........
PL 76-9  _..........




