Table S2. Detailed Information of Top Twelve Research Hotspots in the Six Clusters.
	Cluster
	Research Hotspot
	Occurrence
	Total Link Strength
	Average Publication Year
	Average Citation

	Cluster1:
Applications of AlphaFold-Based Protein Prediction in Virology and Immunology
	domain
	81
	427
	2022.7901 
	3.6667 

	
	system
	30
	184
	2023.0000 
	2.4667 

	
	stability
	35
	180
	2023.0857 
	1.9143

	
	generation
	32
	160
	2022.8438 
	7.0625 

	
	inhibition
	22
	126
	2022.6818 
	20.8636 

	
	sars-cov-2
	26
	118
	2022.5000 
	6.0000 

	
	peptide
	20
	106
	2022.8500 
	3.1000 

	
	residues
	17
	102
	2022.5882 
	6.4706 

	
	molecular dynamics simulation
	16
	87
	2022.9375 
	2.6250

	
	rosettafold
	11
	83
	2022.0909 
	9.8182 

	
	site
	15
	77
	2022.6000 
	4.1333 

	
	motif
	11
	70
	2022.7273 
	2.2727 

	Cluster2:
Application of AlphaFold in Gene Mutation and Gene Expression Regulation
	alphafold
	247
	1276
	2022.7854 
	7.7814 

	
	expression
	86
	407
	2022.8372 
	2.5581 

	
	gene
	74
	353
	2023.0135 
	4.3243 

	
	complex
	75
	343
	2022.9467 
	8.4667

	
	mutations
	68
	324
	2022.9265 
	8.8235 

	
	family
	39
	211
	2022.8718 
	3.3846 

	
	structural basis
	36
	171
	2022.8889 
	7.9722 

	
	domains
	27
	137
	2022.9630 
	3.9259 

	
	multiple sequence alignment
	22
	106
	2022.9545 
	6.5000

	
	cells
	22
	106
	2022.7727 
	3.5000

	
	phosphorylation
	19
	101
	2023.1579 
	6.0000 

	
	localization
	18
	86
	2023.0000 
	2.7778

	Cluster3:
Artificial Intelligence-Powered Advancements in AlphaFold for Structural Biology
	prediction
	199
	996
	2022.8141 
	23.0352 

	
	sequence
	150
	852
	2022.8867 
	7.64670 

	
	database
	120
	628
	2022.8417 
	29.7917

	
	docking
	82
	446
	2022.8537 
	12.4390 

	
	recognition
	67
	429
	2022.9851 
	6.2239

	
	web server
	65
	374
	2022.7231 
	6.7846

	
	deep learning
	63 
	328
	2022.6667 
	11.4921 

	
	protein structure prediction
	69
	311
	2022.3333 
	20.5072 

	
	machine learning
	52
	267
	2022.6538 
	14.2692 

	
	model
	46
	253
	2022.6538 
	9.7174

	
	protein-structure
	45
	240
	2022.8444 
	11.6000

	
	server
	41
	237
	2022.6829 
	12.2683 

	Cluster4:
AlphaFold's Role in Drug Discovery through Structural Biology Predictions and Molecular Dynamics
	alphafold2
	169
	870
	2022.7929 
	5.3550 

	
	dynamics
	62
	308
	2022.7258 
	11.3710 

	
	molecular docking
	55
	268
	2022.9455
	4.0182 

	
	secondary structure
	39
	210
	2022.8462 
	4.6667 

	
	molecular-dynamics
	40
	208
	2022.9000 
	3.5750 

	
	models
	28
	147
	2022.7857 
	56.5357

	
	drug discovery
	22
	122
	2023.0000 
	6.2273 

	
	molecular dynamics simulations
	17
	104
	2022.7647 
	5.0588

	
	force-field
	14
	103
	2022.7857 
	3.0000 

	
	glide
	15
	94
	2023.1333 
	4.0000 

	
	protein-structure prediction
	18
	92
	2022.5556 
	9.5556 

	
	simulations
	15
	91
	2022.4667 
	8.0000 

	Cluster5:
AlphaFold-Driven Enzyme Engineering and Mechanistic Insights
	crystal-structure
	131
	678
	2022.7710 
	8.7176 

	
	binding
	112
	576
	2022.9196 
	7.5893 

	
	mechanism
	79
	411
	2022.9241 
	4.9367 

	
	insights 
	42
	239
	2023.0238 
	3.6190 

	
	discovery
	31
	160
	2022.9355 
	48.3871

	
	specificity
	27
	160
	2022.9259 
	1.7037 

	
	biology
	23
	137
	2022.9130 
	9.5652 

	
	enzyme
	27
	134
	2022.9259 
	2.9259 

	
	inhibitors
	19
	109
	2023.1053 
	4.2632 

	
	pathway
	23
	108
	2022.7391 
	6.3478 

	
	purification
	18
	79
	2023.0000 
	1.5000 

	
	protein engineering
	12
	77
	2023.2500 
	2.3333

	Cluster6:
AlphaFold in Disease-Related Structural Biology and Genomic Research
	protein
	208
	1055
	2022.8510
	4.0865

	
	protein-protein interactions
	22
	146
	2022.9091
	4.3182

	
	architecture
	20
	105
	2022.9000
	12.0000

	
	x-ray crystallography
	18
	104
	2022.6111
	7.0556

	
	cancer
	20
	94
	2023.0000
	1.9500

	
	disease
	17
	89
	2022.9412
	5.8235

	
	genome
	17
	87
	2023.0000
	0.9412

	
	networks
	14
	84
	2023.1429
	1.5714

	
	program
	10
	70
	2023.1000
	2.0000

	
	transcription
	14
	69
	2022.7143
	1.4286

	
	glycosylation
	13
	58
	2023.0769
	2.0000

	
	subunit
	11
	53
	2022.6364
	2.8182



