1 GTTTTGATTCAGCAATCACAGCGACCAGACGCGAGDS
38 ACAACGLGAAGTCTAGCGACTTTCTCTGTTCGTGACAGCGAGCTTCAAGTGCGAAGTGCAGTTTTTCTCCGAGTTTTGTGAACGAGTCTCAGCATCAAR
137 ATGLCCAGCTGTGGGAATCGACTTGGGCACCACCTACTCCTGLGTGGGLGTGTGGCAGCAGGGLAAGGTEGAGATCATCGCCAACGACCAGGGLAACCGE
1 L] F A v G 1 1] L & ¥ F ¥ & C© VoG W oow Q0 0 g Kow E | I A M o] Q o] ] R
236 ACCACCCCCAGCTATGTGGCCTTCACCGACACCGAGAGGCTGATCGGCGACGLGGCCAAGAACCAGACCGCCATGAACCCCAAGGACACCSTSTTLGAL
34 T T F - S ) F T o7 E R L=l o] b oA A K N o T A M N F K b T v F s}
335 GCCAAGLGACTCATCGGGLGGCGCTTCGACGACCCCAAGATCCAGGOCGACATCAAGCAGTGGCCCTTCAGTGTCATCAGCGACAGCGGLAAGLCCAAG
67 A K R L1 [c] R R F 1} [x] F Koo o A o] I K [ F F s v 1 -3 o s L] K F K
434 ATCCAGGTTACCTTCAAGGGTGAGCGCAAGGTGTTCTCCCCGGAGGAGATCAGCTCCATGGTGCTGACGAAGAT GAAGGAGACGGCCGAGGLETACCTSG
100 | a v T F K o] E R (GO F 5 F E E | 5 S MW L T KoM K E T E E A Y L
533 GGLCAGCACGGTCCGGGACGCGGTGGTCACCGTGLCCGOCTACTTCAACGACAGCCAGCGCCAGGLCACCAAGGACGCGEGLGTCATCGCGGGECTLAALD

132 G008 ¥ R D A v ¥ T ¥ P A Y F N D S @ R Q@ A T K D A & ¥ | A & L N
632 GTCATGAGGATCATCAACGAGCCCACGGCEGCOOCGCTGGCOTACGGOCTOGACAAGAACCTCAAGGGCGAGCGCAACGTGCTEATCTTCGACCTGGGE
166 M R | | N E P T A A A L A Y & L D K N L K & E R N ¥ L I F D L G
731 GOCGGCACCTTCOACGTETCOOTGCTCTCCATCOACGABGGCTCECTGTTCGAGGTCAAGTCGACGGCCGGTGATACTCATCTAGGABGTGAGGACTTT
199 66 T F D ¥ s ¥ L 8 1 b E & S5 L F E ¥ K $ T A & D T H L 6 & E Db F

830 GACAGCCOGCTCOTCAACCACCTGGCOGAGGAGTTCAAGCGCAAGTACAAGAAGBACGTEACGAGCAACCCCCECGCCCTOEGTCOECTECGCACCGNG
232 b 5 R L ¥ N H L A E E F K R K ¥ K K D v T 8§ N P R A L R R L R T A
928 GCGGAGCGCGCCAAGCGCACGLTGTCOTCOAGCACCGAGGCLAACAT COAGATEGACGCGYTGTACGAGGGCATCOACTTCTACACCAAGGTGTCCCGE
265 A E R A K R T L S s s T E A N I E | D A L Y E & | D F ¥ T K VW 5§ R
1028 GCCCBCTTCGABGAGCTOTGCGCCGACCTGTTCCBCGCCACEETCACCOCGGTCOAGCOCBCGCTOCAGGACGCTAAGATGAGCARGAGCGACATCCAD
2¢e A R F E E L C A D L F R A T L T P ¥ E R A L @ O A K M S K 5 b | H
1127 GACGTGOTCCTEOTGGGCEGCTCCACGCGCATTCCCAAGGTCCAGAGECTGCTGCABAACTTCTTCTGEGGCAAGTCCCTCAACCTGTCCATCAACCEG
331D ¥_¥ L ¥ & & S T R 1 _P K ¥ O S L L a N F F € & K 8§ L N L § I N P
1226 GACBAGGCCOTEOCGTACGGCGCGGCCGTGCAGGICGCCATCCTOTCOGBEGACCAGAGCGAGGCCATCCAGBACGTECTGCTBGTGOACGTGECGC0G
364D E A ¥V A Y G A A ¥V @ A A | L S 6 D @ S E A 1 O D ¥ L L ¥V D V A P
1325 CTGTCOCTCOBCATCOAGACGBLGGOLGGC0TCATGACCAAGATCATEGAG COCAACAGCCGCATCOCGTOOAAGCAGACGCAGACCTTCTEGACGTAL
3@7 L s L & | E T A & ® ¥ M T K I | E R N 8§ R | P €© K @ T a T F s T ¥
1424 GCCGACAACCAGCCGOCEGTCATCATCCAGETGTTCGAGGGCGABEGCOCAATGACARAAGACAATAATCTCCTCGGTACCTTCBACCTGACGEBCATE
4300A b N Q@ P A ¥ | | QO ¥ F E & E R A M T K D N N L L 6 T F D L T &
1523 CCGCCCGCGCCGLGCGGCGTCOCOAABATCGAGGTCACCTTTGACCTGGACGCCAACGGCATCCTCAACGTCOOCGCCAAGGACACGAGCTCGEELCEE
463 P P A P R & ¥ P K | E Vv T F D L D A N & | L N V A A K D T 8§ 8 & R
1622 TCCCAGAACATCACCAT CAAGAACGACAAGGGCLGCCTCTCOGECGALGAGATCCABLGCATGGTGOACGAGGLGBABLGOTACAAG GCCGABGACGAL
496 5 @ N | T | K N D K & R L § A DO E | @ R M ¥ D E A E R Y K A E D D
1721 CAGCAGCGCGACCECGTCECAGCECECAACCAGCTGBAGGGCTACGTGTTCAGCATCAAGCASSCCATCEACGAGSCCEGCEACAAGCTOCOEGAGCAG
s2aa o R D R ¥ A A R N Q L E & ¥ ¥ F 8 | K @ A | D E A 6 D K L P E O
1820 GACAAGACCAGGGLGCGCOAGGAGTGCOABBOGACGETGCOCTOOETGOACAGCAACACCCTGOCOGACAAGGAGOAGTACGAGCATEGOCTCARGGAG
s62 Db K T R A R E E C E A T L R W L b 8§ N T L A D K E E Y E H R L K E
1919 CTBCAGCAGAAGGTGCAGGAGGTCATGETOCGECTGCACTOGGGCGGCCCGGGCGCOTCACAGCCCCAGGCACCECAGGGOTGCGEGIAGCAGEETEEED
595 L @ @ K Vv @ E ¥ M ¥ R L H 8§ & 6 P 6 A S @ P Q@ A P O 6 € & 0 @ A &
2018 AGGCACAACG GCCECACCOTCOABGAGGTEGACTAAATCAACCCAGTCATCAGTOTGATARAGACTTCTGT OTGCAAGTGAGATTCTGGTOTARATGEE
28 R H N & P T w [E E Vv D]~

2117 TOTGTGAACACAAGCATTAGTAGCAGTATTACTTTCACTTCCG AAGAGGTGTETTGTCTSTATATATGTAAGTCTTETAGATT GAATGTAATGTATGAA
2216 TTATTTGBTTCTGAATTAGCAGT GLGLTATAAT GACT GATTAATT 6T TAAT GTTTCTTTAGTT TECGAAT GAATATGTT BT 6T BLGAAAARARAAAA

Appendix B. Nucleotide and deduced amino acid sequences of Fo-Hsp70 cDNA. The
asterisk indicates the translational termination codon (TAA). Three highly conserved
regions representing signature amino acid sequences for Hsp70 homologs (Gupta,
1995) are bold and underlined in red. The putative ATP-GTP binding site,
AEAYLGST (Saraste et al. 1990) is shown in bold in a blue box. The putative
bipartite nuclear localization signal involved in the selective translocation into the
nucleus (Knowlton and Salfity 1996) (KK and RRLRT) were underlined in green.
The characteristic Hsp cytoplasmic carboxyl terminal region (EEVD) is shown in a
yellow box



