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aT
CATTTCTCATCCAGTCGTCGTGCGATCACCGTGLGTTCCTGAGCCGAGCCGGCTGCGACTTTGTTCCCTGTGCACCG LT GATATTCTAGAATTTTCAAG
ATGCCTGAAGAAACCATG CAAGGTGATGTTGAGACCTTCGCCTTCCAGG CTOAGATTGCTCAGCTTATGTCCCTGATTATCAACACATTCTACTCCAAL

Mm P E E T WM @ & D ¥ E T F A F Q@ A E | A 2 L WM 5 L I I N T F ¥ 5 HN
AAAGAAATCTTCCTCC G TEAATTGATTTCCAACTCCTCTGATGCCTTEGACAAGATCCGCTATGAGTCGCTCACAGACCCGTCCCGOCTEGACAGTGGD
K E 1 F L 13 E L 1 5 L 5 5 [} A L o K 1 13 A E 5 L T o F S R L o s )
AAGGACCTTAACATCAGGCTCATCC CCAACAAG AACGACC GTACTCTCACCCTTATTGACACTGGTATTGGLATGACCAAGG CAGACCTCGTCAACAAD
K o L H | R L | F H K N o R T L T L | o T <] | L] 1] T K A o L v M M
TTGGGTACCATCGCCAAGTCOG G CACTAAGGCCTTCATGGAAGCTCTOCAGGCTGGTGCTOACATCTCCATGATTGGTCAGTTTGGTGTTGGTTTCTAL
L & T 1 A K 5 L] T K A F ] E A L Q A ] A ] | s h | L] a F L ¥ & F ¥

TCTGCCTACCTGGTCGCCGACCGTGTCACAGTCGTCTCCAAGCACAACGATGACGAG CAGTACGTGTGGGAGTCCTCTGCTGGTGGTTCCTTCACCATE
k1 A T ¥ 4 B R W T W W s K H N o o E Q hs W ni E 3 s A [} @ 5 F T
AGACCAGACACTGGTGAACCTATTGGLCGGGG CACCAAGATCATTTTGCACATGAAGGAAGATCAAATGGAGTACCTGGAAGAGCGCARAGTGAAAGAA

R P C T @ E P | @ R G T 54 | | L H ht 54 E o Q M E s L E E R KW K E
ATTGTCAAGARAACACTCCCAGTTCATCGGCTATCCCATCAAGCTCCTEGTCGAGAAG GAALCGCGACAAGGAACTTAGLCGAGGATGAAGAGGAGGAGGAA
| W K K H g Q F | @ A F | K L L W E 24 E R o K E L 53 E o E E E E E
GATGACAAG AAGGACAAGGAGGAAGAGAAGAAGGAAGGTOATGATGAGACTCLTAAGATAGAAGATGTTGGTGAGGAAGATGAGGAGARAGAARAGAAG
] [} K K ] K E E E K K E fc) o 1] E T F K | E 1] W ] E E o E E 14 E K K
AAGAAAAAGAAGACAGTCAAGGARAAAGTACACTCAGGATGAAGASTTCAACAAGACCAAGCCTATCTGGACTCSCAACCAGGACGATATTAGCCAGGAA
K K K K T W K E Koo T E o E E L M K T K F | i T R M Q ] ] | 3 o] E

GAGTATGGTCAATTCTACAAATCTCTCACCAATGACT GG GAAGAGCACCTTGCTETCAAGCATTTCTCT TG GAGGGTCAGCTTGAGTTCCGTGCGCTS
E v « E F ¥ K % L T W D W E E H L A ¥ K H F § ¥ E ¢ Q@ L E F R A L
CTGTTTGTOCCAAGAAGAGCACCCTTCGACCTTTTCGAAAAC AAGAAAAAGAAGAATAACATCAAGTTGTACGTTCGCCSTGTCTTCATTATGGACAAD
L F ¥ P R R A F F 0 L F E H K K K K N N I & K& ¥ WO B W F M D H
TGTGAAGATCTCATCCCTGAATACCTTAACTT TG TCAAGGG TG TG G TTEACAGCGAAGATCTTCCCCTCAACATTTCCC GTGAGATGCTOCAG CAGAALD
C E o L | F E A L N F W K & ¥ ¥ D 5 E [} L P L n 1 5 13 E M L Q Q M
AAGATTCTGAAGGTCATCAGGAAGAACTT GG TCAAGAAGTGL CTGGAGCTCTTCGAAGAGTTGGLTCAGGATAAGGAGAACTACAAGAMATGCTACGAG
K | L K W | R K M L W K K C L E L F E E L A E o K E N A K K C T E
CAGTTCTCAAAGAACCTGAAGCTTGGTATCCACGAAGACAGCACCAACC G CAAGAAGETTGLTGAGCTGATGAGGTACCACACTTCTGCCTCTGGTGAL
Q F s K N L K L @ | H E o 3 T H R K K L A E L h R Y H T s A 5 <] o
GARATGTGCTCTTTCAAGGAATATGTTAGCCGCATGAAGGAGAACCAGAAGAACATTTACTACATCACTGGTGAGAGCCGTGAGCAGGTTGCCAACTCT
E ] c s F K E A 5 R ht [ E N Q K L | A | T <] E 5 R E Q W A N S
GLCTTTGTTGAGCGTGTGAAGAAGCETGEATTCGAAGTTGTGTACATGACTGAGCCCATTGATGAGTACGTCGTTCAGCAGCTGAAGGAGTTTGATGGE
A F W E R W K K R L] F E VoW A ] T E P | C E NN W Q Q L K E F o <]
AAGCAGLCTTGTGTCTGTTACCAAGGAGGEGCLCTTOAGCTTCLL GAGGATGAGGAACGAGAAGAAGAAGLETGAGGAGGATAAGGLCAAGTTTGAAAACLCTL
K aQ L v 3 W T K E & L E L P E o E E E 8 K K R E E o KA K F E M L
TGCARAGTLATG AAGGACATCCTTGACAAGAAGGTEGAGAAG CTTGTAGTTTCTAACAGATTAGTTGAATCTCCTTGLCTG TATTGTCACTTCACAGTAL

C K W ht K o | L o K K W E Koowo W =3 M R L W E 3 F a4 o4 | W T 3 aQ e
GOTTGGACTGLCAACATGGAACG CATCATGAAGG CTCAGGLTLTTAGGGATACCTCAACCATGGGTTACATGGLTGLLAAGAAGCACCTGGAAATLAAL
& w T A W M E R I M K A Q@ A L R D T 5 T M & ¥ M A A K K H L E | H
CCTGACCATGCCATCGTTGAAACCCTTAGACAAAAG GLTGAAGCCGACAAGAACGATAAGGCTGTTAAAGATTTAGTTATGCTGCTCTTCGARAACTGCT
F D H A | ¥ E T L R Q@ K A E A D K H D K A Vv kK D L ¥ M L L F E T A
CTGCTTTCATCTGGTTTCGCCCTTGAGGAGCCT GG TG TCCACGOTTCACG CATTCACCG TATGATTAAGTTAGGTCTTGCAATTGATGAAGATGATGTC
L L s S L] F A L E E P <] bl H A s R | H R M | K L <] L [} | o E o o Ll

COTGAAACCAAGGACGATGTTAAGGATETTGAGATGCCCGATCTGCAGGCTGATGCTGAAGATGCATCTCGCATGEAGGAAGTTGATTAAGTAATTAGA
F E T K o [ koD W E M F o L Q A D A E o A s R [hud 1= ESERE] ~
TAATTTATTATGTTTTCTAAT T TTCATCTCATTTATTTGTTC GO CAAAGC CATTTAATTTGTCACACTCAGTTAGGTTAGCTGTAGTGACTGATCCTGA
CTGTCTTTCATTCCTCACCAGTATTTCTGGTCTCACATGTACCTGTTACCAGTGTTATGCTATGCGATCTTTTTTATTGTWAATTTGCCCCT
T

Appendix A. Nucleotide and deduced amino acid sequences of Fo-Hsp90 cDNA.
The asterisk indicates the translational termination codon (TAA). The putative
polyadenylation signal (AATAAA) is shown in a blue box. Five highly conserved
regions representing signature amino acid sequences for Hsp90 homologs (Gupta,
1995) are shown in red. The characteristic pentapeptide MEEVD at the end of
Nucleotide and deduced amino acid sequences
of Fo-Hsp90 cDNA. The asterisk indicates the translational termination codon (TAA).
The putative polyadenylation signal (AATAAA) is shown in a blue box. Five highly
conserved regions representing signature amino acid sequences for Hsp90 homologs
(Gupta, 1995) are shown in red. The characteristic pentapeptide MEEVD at the end of

C-terminal is shown in a green box.

C-terminal is shown in a green box.




