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CTECTCGOTaTGTCCGTACOTGTGTAGT
TTAGTACCGATATTTCGCGCAGTGTTGTGATAAGTGCTACAGCTTGGGCTATTGTGGATTATCTCTTTCTTCGTCTGAALACATTCCTGTTCGAGGCGCC
ATGOGGAMAGACTACTACAMAATCCTTGOTGTTGCCAAGAATGCTOOTGATGACGACATALAGALAGETTACCOTALACTTGOTCTTALGTATCATECE
M =] K b bl iy K | L €] A A W M A A o [ b | K K A b R K f A L K ¥l H P
GATALGAACAAGACTECTAGTGLTGALGALCGCTTCANG BAAGTAGCTGAGGLTTATGALGTTCTCAGT GATALAGAGALGE BAGLAGTGTACGACILL
DK N kK T & [ & E E R F Rk E W & £ & w E % L = 0o Kk E [k R E ¥ % b 0
TATGETEALGAGGOATTGALGEGTGRAGLT GEAGECATEGGTGOTEG TEGCAGTGEAGCT CALGEAGEATTCTCTTACTCATACCATEGTGATCCTAGS
&6 EF E]J]c L K 6 6 A G G M G G 6 G S 6 A& @ G G F S Y S Y H G D P R
GCAACATTTGCTCAATTCTTTGGAGCCAGCAGBCCCATTCCARACTTTCTTTGATCTGGECGEATCAGGTGOARATAGAATGTTTTTCCATGAAGATGAC
4 T F & @ F F &6 & 5 s P F @ T F F O L & & % & & M R M F F H E D D
ATGGACATEGATATGEATCCCTTETCTTCALTAGGCATCGOAGGCALCC BACCTGOTGOCCCTEOABGTGCCTTCAGATCTCATTCATTCALCATCCAT
M o M ] M ] [ F 5 5 | G | G G ] R P =] G P G G A F R =5 H 5 F ] | H
BOGALCCALGCAMGEALTGCAAALGACALAAT GCAGGATCCTCCCATTRAACATGATCTATATGTCACTCTTOAAGACATTTTGAALGGCT GCACCALD
& M 9 4 R WM A K D kK M @ D P P I E H D L ¥ % T L E D | L K 3 ¢ T K
AAAATGAL GATTTCCAGAAGAGTCCTCCABCCTOATGEAT CATCAMGALLLGAAGATALAGTCTTOACTATCAGTGTCARACCTGGCTOGALLGCTGGE
K M K | 5 R R A g Q P o G = 5 R K E D K W L T | 5 A K P G W K - G
ACAAAGATAMCGTTCCAGAAMGAGEEAGATCAAG CALGAMAIALGATCCCTOCAGACATTETCTTCAT CATCAGGEATALGC CTCATCOTCAGTTCAAG
T K I T F @ K E & D @ & R M K | P & D | ¥ F | | R D K P H P @ F kK
COGGAAGGATCTGACATCAGATACACAGCTALALTATCTCTTARAGAGGCACTCTGTGGTATCAGGATAGAAGTACCAACCCTGACTGGAGAGAGGATC
R E & = O | R ¥ T A K | = L kK E & L ¢ & | R I E % P T L T & E R |
CCTGTGAATCTTACTCAC GAMATCATCARACCAACCACAGT GAMGAGAATCCAMGGTTATGEACTGCCTTTCCO TARAGAGE CAMECT BOALLGEAGAT
P ¥ M L T H E | I K P T T ¥ K R | @ & ¥ G L P F P K E P T R K & D
CTTCTGGTITCCTITGATATTCAGTTCCCCGACAATTTATGTCAMLGTGCCALAGACATCCTATTTGATGETCTCOCTTEAGCTEGATTATTGATATET
L L v 8 FoDO 1 a@ F P D ML ¢ @ 8 & K DO | L F b & L P *

1217 TTAAGTGTCATGTTGCCCOC TG CATTGCTGTAACTCAGTACTT TGAACAATACALGGLCAAGTGATGTGAGGCATALTTGAALLL LA AANALS

Appendix D. The characteristic conserved DnaJ domain for Hsp40 is underlined. The
four helices and a loop region constitue the Dnaj domain are shown in green boxes
(Qian, 1996). The highly conserved HPD motif which is responsible for binding to
HSP70 and regulation of the ATP hydrolytic cycle of Hsp70 (Qiu et al. 2006) is red

and underlined.



