Supplementary Table S2: Comparative features of fully sequenced chloroplast genomes from Fabaceae species and Arabidopsis thaliana. The table summarizes genome size, GC content, regional structure (LSC, SSC, and IR), and gene content. The majority of chloroplast protein-coding genes are conserved across legumes, with variation in gene number primarily attributable to inverted repeat–associated duplication, pseudogenization, or minor lineage-specific gene losses.

	Species
	Accession No.
	Genome size (bp)
	GC (%)
	LSC (bp)
	GC 
(%)
	SSC (bp)
	GC 
(%)
	IR
(bp)
	GC (%)
	No. of unique genes
	No. of protein coding genes
	No. of pseudo genes
	No. of tRNA
genes
	No. of rRNA
genes

	Cajanus cajan
	NC_031429
	152,242
	34.97
	83,369
	33.00
	17,815
	28.00
	25,529
	42.00
	125
	80
	5
	37
	8

	Glycine max
	NC_007942
	152,218
	35.37
	83,175
	-
	17,895
	-
	25,574
	-
	128
	83
	-
	37
	8

	Phaseolus vulgaris
	NC_009259
	150,285
	35.44
	79,823
	-
	17,610
	-
	26,426
	-
	127
	83
	2
	36
	8

	Cicer arietinum
	NC_011163
	125,319
	33.90
	82,528
	-
	13,038
	-
	29,753
	-
	108
	75
	-
	29
	4

	Cyamopsis tetragonoloba
	NC_037714
	152,530
	35.00
	83,025
	33.00
	17,879
	29.00
	25,790
	42.00
	135
	88
	2
	39
	8

	Vigna radiata
	NC_013843
	151,294
	35.24
	80,984
	32.60
	17,448
	28.65
	26,431
	41.74
	126
	82
	-
	36
	8

	Arachis hypogaea
	NC_037358
	156,391
	36.40
	85,946
	33.80
	18,797
	30.20
	25,824
	42.80
	130
	83
	-
	39
	8

	Medicago truncatula
	NC_003119
	124,033
	34.00
	-
	
	-
	
	-
	
	109
	76
	-
	29
	4

	Lablab purpureus
	MW_169030
	151,916
	35.40
	81,132
	
	17540
	
	53,224
	
	131
	84
	-
	38
	8

	Arabidopsis thaliana
	NC_000932
	154,478
	36.30
	84,170
	29.30
	17780
	29.30
	26,264
	42.30
	129
	85
	-
	37
	7



Note: Genes located within the inverted repeat (IR) regions are duplicated in the chloroplast genome; however, they are counted once as unique genes in this table. Differences in total gene number among species mainly reflect IR-associated duplication, pseudogenization, or lineage-specific gene loss.
