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Abstract: In order to investigate the function and evolution of HSP70 gene in Vernicia fordii, the members of HSP70
gene family were identified and analyzed by bioinformatics, including physical and chemical properties, evolutionary rela-
tionships, gene structure, conserved motifs and chromosomal localization. The expression differences of HSP70 gene family

members in different tissues were also analyzed. The results showed that the HSP70 gene family of Vernicia fordii contained

24 members, and the theoretical isoelectric points of 24
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HSTE A8 A A MR 7 ) F [ 52 50 0 25 F Bl b HSP70 proteins ranged from 4.57 to 8. 70. Most of HSP70
(GZKF202103 ,GZKF202203) ; Z# & @ F HHENA proteins were stable and hydrophilic proteins. Phylogenetic
SCRFHRIIUE (gxyq2020040) 5 228048 Gk 28 1 3 A1l tree analysis showed that HSP70 family members were di-
YRI5 H (S202414098204 , S202414098205 ) ; [ R 2
KA RF AL I 211X B (202414098077)

TEERN: EHE1984-) 5 ZBFEN LR A, FTENF

THY M5y T AW W5, (E-mail) wangzhanjunhxj @
163.com, TEUTHTF R 45— fE% HSP70. Twenty-two HSP70 genes were distributed on 10

vided into five clusters, and Vernicia fordii was closely re-
lated to Populus trichocarpa. The amino acid sequences of

24 V{HSP70 proteins contained the conserved domain of

EiEE .7k #, ( E-mail )zhangxiei3@ 163.com chromosomes. By analyzing the expression of V/HSP70
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gene in different time and space, it was found that the expression levels of V/HSP70-5 were higher in buds at 30 d before

anthesis, 25 d before anthesis and 10 d before anthesis. V/HSP70-4 was highly expressed in roots, stems, leaves and seeds

of Vernicia fordii. These results suggest that V/HSP70 gene may play an important role in regulating the growth and develop-

ment of Vernicia fordii.
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Table 1 Basic information of HSP70 protein family members of Vernicia fordii

HE FEH D IR E (aa)  HIXAF i B TR MR ENGYEEY B lobegiva

V{HSP70-1 V0362087 182 2.102x10* 8.70 -0.672 39.49 2 i
V{HSP70-2 V0362089 209 2.294x10* 4.57 -0.568 41.35 2 i
VfHSP70-3 V0260481 233 2.515%10* 4.67 -0.571 38.15 4 BT
VIHSP70-4 Vf03G2096 203 2.235x10* 4.79 -0.941 41.85 I A%
V{HSP70-5 V0562015 665 7.334x10* 5.13 -0.449 26.76 AT
V{HSP70-6 V0360479 1858 2.020x10* 6.85 -0.109 36.97 RS IEN
V{HSP70-7 V0960690 282 3.039x10* 4.74 -0.345 18.36 2
VfHSP70-8 V0660942 514 5.587x10* 5.73 0.095 33.89 il
VIHSP70-9 V0160036 679 7.321x10* 5.74 -0.323 37.83 SR TAUN
VfHSP70-10 Vf03G0752 2 008 2.224%10* 5.80 -0.336 42.31 I EAEN
VfHSP70-13 V0262688 493 5.542x10% 5.09 -0.408 40.96 i BT
VfHSP70-14 V0262178 851 9.390x10* 5.14 -0.446 44.93 2 i 5t
V{HSP70-15 V0462080 889 9.872x10* 5.33 -0.451 39.20 P 1)
V{HSP70-16 V(1160994 771 8.608x10* 5.56 -0.399 42.47 A%
VfHSP70-18 V0362085 237 2.652x10* 5.54 -0.206 48.06 il
V{HSP70-19 V0262681 163 1.862x10* 6.43 -1.069 38.52 2 A
V{HSP70-20 V0762428 1217 1.374x10* 6.22 -0.505 50.66 A A%
VIHSP70-23 VA02G1850 133 1.465x10* 4.66 -0.887 35.63 2R IRN
VIHSP70-24 V0261851 198 2.152x10* 4.73 -0.688 32.59 2 i
VIHSP70-25 V0860248 124 1.378x10* 4.57 -0.909 23.80 EAZIALN
V{HSP70-26 V0061966 208 2.276x10* 4.76 -0.657 38.09 2t i
VIHSP70-28 V1061894 666 7.339%10* 5.26 -0.417 30.78 N
VfHSP70-29 Vf07G2429 662 7.300x10* 5.15 -0.446 29.27 A a4
VfHSP70-34 V0960687 88 9.592x10* 5.02 0.066 45.26 -2k
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A I (Arabidopsis thaliana); ERM (Populus trichocarpa); A ALETH (Thuja plicata),
B KFE (Oryza sativa), I VR HEE (Sphagnum recurvum); W iR (Vernicia fordii)

E1 iR BT ERY . AT KB R K E R HSP70 RE RS A S H LR
Fig.1 Phylogenetic tree of HSP70 family in Vernicia fordii, Arabidopsis thaliana, Populus trichocarpa, Thuja plicata, Oryza sativa and

Sphagnum recurvum
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Fig.2 Gene structure of HSP70 gene family members in Vernicia fordii
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Fig.3 The conserved motifs( A) and domains(B) of HSP70 in Vernicia fordii
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