- 93 - Leu Leu Ile Tyr Ay Ala Asn Ser Leu Gn Thr Ay Val Pro Ser Arg 50
55 60 Phe Ser Gy Ser Gy Ser Ala Thr Asp Phe Thr.- Leu Th*'¥#fe Ser Ser

70 75 5 Leu @n Pro Qu Asp Ile Ala Thr Tyr Tyr Q/SG Lys80
85 90 Phe Pro Asn Thr Phe Ay G n @y Thr Lys Val g 95 100

105 10 (2) I NFORVATION FOR SEQ ID NO 48: (|) SEQJ | STI CS:
(A) LENGTH. 97 base pairs 15 (B) TYPE: nucleic acid (C STRANDEDNESS
single 20 (D) TOPOLOGY: |inear (xi) SEQUENCE DESCRI iml“l o TH
GCTGACTGCA GCCGCCACCA TGGGCTGGAG CTGTATCATC CTCTTCTT. i
TACAGGTGTC CACTCCCAGG TCAAACTGGT ACAMECT 97 (2) | NFORVATI QiedzOR SEQ | D NO
49: (i) SEQUENCE CHARACTERI STICS: 30 (A) LENGTH 108 base pairs (B)
TYPE: nucleic acid 35 (C) STRANDEDNESS: single

Leu Leu Ile Tyr Gly Ala Asn Ser Leu Gln Thr Gly Val Pro Ser Arg
50 55 60
Phe Ser Gly Ser Gly Ser Ala Thr Asp Phe Thr Leu Thr Ile Ser Ser
65 70 75
5 Leu Gln Pro Glu Asp Ile Ala Thr Tyr Tyr Cys Gln Gln Ser Tyr Lys
80 85 90
Phe Pro Asn Thr Phe Gly Gln Gly Thr Lys Val Asp Val Lys Arg
95 100 105

10  (2) INFORMATION FOR SEQ ID NO: 48:
(i) SEQUENCE CHARACTERISTICS:

(A) LENGTH: 97 base pairs

15

(B) TYPE: nucleic acid

(C) STRANDEDNESS: single
20 (D) TOPOLOGY: linear

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 48:

GCTGACTGCA GCCGCCACCA TGGGCTGGAG CTGTATCATC CTCTTCTTAG TAGCAACAGC 60
25 TACAGGTGTC CACTCCCAGG TCAAACTGGT ACAAGCT 97

(2) INFORMATION FOR SEQ ID NO: 49:
(i) SEQUENCE CHARACTERISTICS:
30
(A) LENGTH: 108 base pairs
(B) TYPE: nucleic acid

35 (C) STRANDEDNESS: single



