Supplementary Materials:
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Figure S1 The PCA analysis separated 4 samples. The principal component 1 and the principal component 3 can
explain difference of 23.79% and 9.98% for the four samples, respectively.

Sample Clustering Dendorgram
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Figure S2 The PCA analysis obtained sample clustering dendorgram.
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Figure S3 Length distribution of assembled unigenes.

Pearson correlation between samples
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Figure S4 Correlation analysis of gene expression levels between samples. The numbers in the figure were the correlation

coefficients obtained by the Pearson correlation calculation
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Figure S5 Venn diagram showing differentially expressed genes among groups. A: G1 vs D2, TG2 vs D2,TG2
vs TD2 and TD2 vs D2; B: G1 vs TD2, G1 vs TG2 and TG2 vs TD2.
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Figure S6 Venn diagram showing differentially expressed genes among TG2 vs TD2 and TD2 vs D2.
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Figure S7 The samples treatments of mode pattern. Ann, Bie and Tri indicate annual, biennial and triennial
pseudobulb of C. appendiculata respectively; Intact, Decap, NPA and TIBA indicate not treatment,
Decapitation, N-1-naphthylphthalamic acid, and 2,3,5-triiodibenzoic acid respectively.



B. Tables

Table S1 Assessment of C. appediculata transcriptome assemblies using BUSCO

Number of genes Evaluation items ratio(%)
1247 Complete BUSCOs (C) 86.6
1157 Complete and single-copy BUSCOs (S) 80.3
90 Complete and duplicated BUSCOs (D) 6.3
58 Fragmented BUSCOs (F) 4.0
135 Missing BUSCOs (M) 94
1440 Total BUSCO groups searched

Table S2 BLAST analysis of non-redundant unigenes against public databases.

Name Number of Genes Percentage (%)

Annotated in NR 110,579 46.12
Annotated in NT 55,635 23.20
Annotated in KO(KEGG) 41,991 17.51
Annotated in SwissProt 82,151 34.26
Annotated in PFAM 78,507 32.74
Annotated in GO 80,072 33.40
Annotated in KOG 32,164 13.41
Annotated in all Databases 15,199 6.33

Annotated in at least one Database 129,293 53.93
Total Genes 239,732 100

Table S3 DEGs summary.

G1vs D2 TD2 vs D2 TG2 vs D2 G1vs TD2 G1vs TG2 TG2 vs TD2

Up 665 44 1,148 1,998 65 1,984

Down 212 23 298 1,845 45 1,047

Subtotal 877 67 1,446 3,843 110 3,031
Total 5,988




Table S4 primers sequences of selected twelve DEGs used in qRT-PCR validation.

Gene name Gene ID Sequences (5'-3') ° Product length/pb
Conctin Cluster 3250340149 - ICCOARGGCAMACAGAGAAA o1
Coffta Clsterdgosrossi  FTGCCACACCTGCCACATIG 115
CalPT  Clsteragosrsonps  FCTTEOTCCTIGGCTCTTC 128
Caccpr  Clusterag9s762350 F: SCTOCTETTCICTTCCCAACE 274
CaCCD8 Cluster-26967.101136 ::: i(csgg_? CG GGT-I-CGA(;Q::'((:I((SIZII:PC-T C 249
CaTIR1 Cluster-32503.41867 :Z él%i?g&i;ﬁiigzig_r AC 246
Conni  Clster2eoganasa - ATCCOMGCTACCGEAAGAR 252
CaAUX1/IAA  Cluster-26967.79918 ;:: gﬁ??cchcécT/échTcTTchggcTTCT 107
CacREL  Cluster26967.05633  F+ GAGGCTOCTCCGTTTGACTT 74
Conamn  Clster26o6730111 GAACATTAAGGGAGAGATGGGAGAG 103
Cates Cluser sps03aeses © CCTATGMCGMGCANTCTCCA 196
CalDH  Cluster32503.aa357  F: CAAAMGACACGGGCGATAC 290
CaYUCCA Cluster-26967.32402 ::: CGTAT?Z;G'GC(CELCC%CA?JET C 181
CabgiX Cluster-32503.53197 F: CTGTCTCTCAGGCGGTCGT 151

R: GTGTAGCCAGAGCCCCATTC

Notes.Ca is abbreviation of Cremastra appendiculata; CaActin and CaEf-1a are housekeeping genes. The same

below.



Table S5 Primers sequences of ten candidate DEGs used in qRT-PCR expression analysis.

Gene name

Gene ID

Sequences (5-3)

CaActin
CaEf-1a
CalPT
CaCCD7
CaCCDS8
CaBRC(C1
CaYUCCA
CaDAO
CaCYP735A
CaWus
CaCKX5

CaWRKY71

Cluster-32503.44149

Cluster-26967.95811

Cluster-26967.69023

Cluster-26967.62350

Cluster-26967.101136

Cluster-26967.93695

Cluster-26967.32402

Cluster-26967.157097

Cluster-26967.63099

Cluster-26967.91579

Cluster-26967.46933

Cluster-26967.116760

F: TCCCAAGGCAAACAGAGAAAA

R: GGAAAGAACGGCTTGAATGG
F: TGCCACACCTGCCACATTG

R: ATCCAGCATCTCCGTTCTTCAG

F: CTTCGTCCTTGGCTCTTC

R: TGTTGGTGATGATGTGGAG

F: GCTGCTCTTCTCTTCCCAACC
R: CCATTTCCCTGTTTCCTCCTC
F: GGCTGGGTGCATTCGTTT

R: ACCCTCGTCATCTTCCTCCTC
F: GAGGAAGGATAGGCATAGC
R: CCATTGAACGGTCITACTTG
F: CTGTATTGCCTCGCTATG

R: GAACACTGGACGAACTTC

F: GCTTGAACGATTGTTAGAGG
R:CTGGAATGAACGGCTCAC
F:AGAGGAGAACCACTTAGC
R:ATGCCAACCACATCAATC
F:GTCAGATTCAGGCAAGTC
R:CGAAGCACCATAATAAGAAC
F:TCCTCCTTCTTCTCCACTAG
R:CTCAACCTCCTCATCAATAG
F:AAAGGAGAGAAGCGGCAAAG
R:GGTAACCGTCTTCTAGGTGATC
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