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Table 1 The physicochemical properties of PYL transcrip-

tion factors in L. ruthenicum

cDNA  FILEER

A
A 1D H A 1y 44 K /bp 5
>CL20951Contigl LrPYL1 699 187
>CL25409Contigl LrPYL2 1180 189
>CL174Contig2 LrPYL3 816 214
=>CL10696Contigl LrPYL4 1156 166
>CL174Contigl LrPYL5 1126 225
=>comp88286 _c2_seqld 2 LrPYLG6 1341 214
=>CL29846Contigl LrPYL7 1403 185
=>(CL30730Contigl LrPYLS 1097 185
=>CL.9673Contigl LrPYL9 752 200

Xt A R A AC PY L S0 B I 19 70 B 45 2R 32 0T
5 B ML R S R A PYL 5% 5 1 i & R R

¥ H W 166 (LrPYL4)~2254 (LrPYL5) , 4> T4 18
229.42 (LrPYL4)~24 689.97 D(LrPYL5) Z 1] , B
WAL 5. 33(LrPYL9)~T7. 14(LrPYL5) , A& E &
#35.08(LrPYL2)~44. 05(LrPYL9)Z M (£ 1), H
B BRSBTS A AL PY L #%
%l%i@ﬁ%yk MM . RIEATRERB/NT 400

R LA RSN T T O R R R B AR
A A T EMAYEE A (LrPYLS) (4 TR

Y®E A (LrPYL2 LrPYL3  LrPYL4  LrPYL6) (4 4
ANl E R EA (LrPYLL,LrPYL7, LrPYLS, Lr-
PYLY) ,éa\%lJ o TG L R 11.1% . 44.4% .
44.4% o HE—20R B IR MRS PYL Z0% B A 34k
JoE 43 50 5 A PR R F (Setaria italica) ™
1 (Medicago truncatula) " F 75 %" 9847 8
(#£3), 45 R WoR PYL ZRAEA [W] 9 b ) BRAL 4 T
BRI

R2 ERWMICPYLEFEFTHIEL MR

Table 2 The physicochemical properties of PYL transcription factors in L. ruthenicum

HH A 4 FH/D LN N AFE REL 5 B AR K A
LrPYLI 21 029. 96 6. 38 40. 46 CosH 1N oig O, —0.297
LrPYL2 21 198. 06 5.64 35.08 CoisH 165N 0, —0.340
LrPYL3 23 526. 16 6. 24 38.51 CroaH 160N O3S —0.386
LrPYL4 18 229. 42 5.93 39.14 CiosH 250N 0:0S, —0.180
LrPYL5 24 689. 97 7.14 35.76 CrogsH1726N310 045084 —0.266
LrPYL6 23 481. 06 6.33 39.04 CroorH 160:N301 045, —0.436
LrPYL7 21 105. 08 5.91 42.48 ConH 10N 5010, —0.312
LrPYLS 20 662. 54 5. 96 42.64 CaosH 115N 00 S —0.286
LrPYLY 22 445. 45 5.33 44.05 CaosHi5N 52051081 —0.271
L REE A AREERBUNT 40, A RE E A AR EMER R T 40

®3 PYLERERKREARRYHHEL MR
Table 3 Physicochemical properties of PYL gene family in different species

WA g; SULMEH  ATRAD  ERAEA FRERK  BARRKETRE
MLRATAD (Lycium ruthenicum) 9 166~255  18.23~24.69  5.33~7.14  35.08~44.05  —0.180~—0.436
AR (Elaeis guineensis) 12 187~254  20.95~28.3  5.26~7.95  32.67~52.87 —0.17~—0.68
4% (Corylus heterophylla) 8 168~208 18.8~23.0 5.35~7.75  31.57~50.57  —0.147~—0.467
BF (Setaria italica) 9 175~220  18.81~23.67  4.93~8.88 — —0.132~—0. 393
B E T (Medicagotruncatula) 14 168~233 18.5~25.4 4.45~7.64 — —
%5 (Vitis vinifera) 6 178~286  20.05~32.14  5.32~7.15  33.47~48.61 —0.410~0. 122
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Fig. 1 Multi-sequence comparison of PYL transcription

factors in L. ruthenicum
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Fig.2 Protein conserved motif of PYL transcription factor

of L. ruthenicum
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Oryza sativa (Os) and L. ruthenicum (Lr)
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Fig. 4 Differential expression analysis of PYL transcription
factor in green ripeness stage, skin color change stage
and complete ripeness stage during the fruit

development of L. ruthenicum
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Identification and bioinformatics analysis of PYL
transcription factor family of Lycium ruthenicum

HU Xiao-tong, LIU Yun,DU Yu,JIA Xi-bei,MA Yan-jun’
(College of Forestry, Gansu Agriculture University , Lanzhou 730070, China)

Abstract: [Objective] Based on the transcriptome data of Lycium ruthenicum during fruit development, the
members of PYL transcription factor family in L. ruthenicum were identified. [ Method] The identified PYL transcrip-
tion factors were further used to determine physical and chemical properties, multi-sequence comparison, conservative
motil and expression levels during fruit development. [ Result] Results indicated that the number of amino acids of 9
PYL transcription factors related to the fruit development of Lycium ruthenicum was 166~255, the molecular weight
was 18 229.42~24 689.97 D, the theoretical PI was 5. 33~7. 14, and the instability index was 35. 08~44.05. The
Family members contain one stable alkaline protein, four stable acidic proteins and four unstable acidic proteins.
[Conclusion] By analyzing the gene expression patterns, it was found that LrPYL7 and LrPYLS8 members were
highly expressed in the whole fruit development period (green ripening period, discoloration period and full ripening
period) of L. ruthenicum ,indicating that they may play an important role in regulating this process, which would lay a
foundation for further research on transcription factors of Lycium ruthenicum and PYL.

Key words: Lycium ruthenicum ; fruit development; PYL transcription factor;bioinformatics; polygenetic analysis



