Supplementary Table: 
Table.S1 List of List of abbreviations and full names of endogenous hormones used in this study.
	Abbreviations
	Full English names

	6-BA
	6-Benzylaminopurine

	IPA
	isopentenyladenine

	IP
	Nucleoside

	TZR
	trans-zeatin nucleoside

	TZ
	trans-zeatin

	DZ
	dihydrozeatin

	IAA
	indoleacetic acid

	ICAID
	indole-3-carbaldehyde

	ICA
	3-indolecarboxylic acid

	[bookmark: _Hlk232100082]GA3
	gibberellin

	GA1
	gibberellin 1

	GA7
	gibberellin 7

	GA8
	gibberellin 8

	JA-ILE
	N-jasmonic acid-isoleucine

	JA
	jasmonic acid

	DHJA
	dihydrojasmonic acid

	MEJA
	methyl jasmonate

	SAG
	glycosylated salicylic acid

	SA
	salicylic acid

	ABA
	abscisic acid

	ACC
	1-aminocyclopropane-1-carboxylic acid

	MT
	melatonin

	OPDA
	12-oxo phytodienoic acid



Table.S2 Linear regression analysis between the expression levels of key gibberellin pathway genes and the contents of gibberellin-related endogenous hormones.
	Gene name
	Hormone type
	Constant
	Regression Coefficient (B)
	Standard error
	P
	R²
	Regression 
equation

	GA20ox1B
	GA3
	9.687
	-0.011
	0.014
	0.481
	0.104
	y=-0.011x+9.687

	GA20ox1B
	GA1
	9.944
	-0.366
	0.417
	0.421
	0.133
	y=-0.366x+9.944

	GA20ox1B
	GA7
	-5.925
	36.680
	46.100
	0.462
	0.112
	y=36.680x-5.925

	GA20ox1B
	GA8
	-4.516
	10.731
	3.372
	0.238
	0.264
	y=10.732x-4.516

	GA20OX3
	GA3
	13.979
	-0.003
	0.004
	0.450
	0.119
	y=-0.003x+13.987

	GA20OX3
	GA1
	13.990
	-0.085
	0.109
	0.472
	0.108
	y=-0.085x+13.990

	GA20OX3
	GA7
	17.120
	-8.726
	-0.309
	0.501
	0.095
	y=-8.726x+17.120

	GA20OX3
	GA8
	14.118
	-0.935
	-0.412
	0.359
	0.169
	y=-0.935x+14.118

	GA2OX1
	GA3
	23.143
	0.171
	0.061
	0.038
	0.610
	y=-0.171x+23.143

	GA2OX1
	GA1
	22.597
	4.987
	2.025
	0.057
	0.548
	y=-4.987x+22.597

	GA2OX1
	GA7
	74.801
	-84.793
	326.626
	0.806
	0.013
	y=-84.793x+74.801

	GA2OX1
	GA8
	29.712
	24.213
	24.090
	0.361
	0.168
	y=-24.213x+29.712

	GID1C-1
	GA3
	26.444
	-0.020
	0.0194
	0.342
	0.180
	y=-0.020x+26.444

	GID1C-1
	GA1
	26.641
	-0.626
	0.594
	0.340
	0.182
	y=-0.626x+26.641

	GID1C-1
	GA7
	8.541
	39.857
	69.390
	0.591
	0.062
	y=39.857x+8.541

	GID1C-1
	GA8
	25.159
	-1.808
	5.697
	0.764
	0.020
	y=-1.808x+25.159

	GID1C-2
	GA3
	2.843
	0.001
	0.001
	0.458
	0.114
	y=0.001x+2.843

	GID1C-2
	GA1
	2.844
	0.025
	0.035
	0.508
	0.092
	y=0.025x+2.844

	GID1C-2
	GA7
	1.013
	4.872
	3.382
	0.209
	0.293
	y=4.873x+1.013

	GID1C-2
	GA8
	2.839
	0.208
	0.309
	0.531
	0.083
	y=0.208x+2.839



[bookmark: OLE_LINK12]Table.S3 Gene names and corresponding Gene IDs of the PyTCP transcription factor family members in Pinus yunnanensis.
	Name
	Gene ID
	Name
	Gene ID
	Name
	Gene ID

	PyTCP36
	Pt5G59850
	PyTCP41
	Pt9G18760
	PyTCP3
	Pt6G43440

	PyTCP37
	PtQG11760
	PyTCP42
	Pt5G24770
	PyTCP4
	Pt6G43480

	PyTCP38
	Pt9G43570
	PyTCP43
	Pt1G10100
	PyTCP5
	Pt6G43400

	PyTCP39
	PtXG25900
	PyTCP11
	Pt1G79940
	PyTCP6
	Pt6G43460

	PyTCP40
	PtQG06090
	PyTCP2
	PtJG17690
	PyTCP20
	Pt5G21180



Appendix Figure:
[image: ]
Figure S1 Per-base quality distribution
Note: The horizontal axis represents the position of bases in the reads (5' -> 3'), and the vertical axis represents the base Q-score at the corresponding position. The red line indicates the median, the blue line represents the mean, the yellow area denotes the interquartile range (25th–75th percentile), and the whiskers indicate the 10th–90th percentile range.
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Figure S2 Per-base content distribution
Note: The horizontal axis represents the position of bases in the reads (5' -> 3'), and the vertical axis represents the proportion of each base at that position.
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Figure S3 Per sequence quality distribution
Note: The horizontal axis represents the average quality of reads, and the vertical axis represents the number of reads with that average quality.
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Quality scores across all bases (Sanger / Illumina 1.9 encoding)
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Quality score distribution over all sequences
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