supplement table1 Clinical risk stratification systems and prognostic scores of FL
	Prediction Model
	Variables
	Groups

	Follicular Lymphoma International Prognostic Index(FLIPI)65
	consists of 5 adverse prognostic factors: 
age (>60 years), Ann Arbor stage (III-IV), hemoglobin (Hb) level (<120 g/L), number of involved lymph node regions (>4), and lactate dehydrogenase (LDH) level (> the upper limit of normal [ULN]).
	3 groups:
low-risk (0-1 adverse factors),
intermediate-risk (2 adverse factors),
high-risk (≥3 adverse prognostic factors) groups

	FLIPI-271
	consists of 3 adverse prognostic factors:
β2-MG greater than the upper limit of normal, maximum diameter of the largest involved nodule greater than 6 cm, bone marrow involvement, Hb <12 g/dL, and age >60 years.
	3 groups:
low-risk (no risk factors), 
intermediate-risk (1-2 risk factors), 
high-risk (3-5 risk factors) groups

	PRIMA-PI16
	consists of 5 adverse prognostic factors:
β2-MG >3 mg/L,
bone marrow infiltration
	3 groups:
low-risk group（β2-MG ≤3 mg/L without bone marrow infiltration）; 
intermediate-risk(the remaining patients),
high-risk group(β2-MG >3 mg/L)

	FL Evaluation Index (FLEX)75
	consists of 9 clinical variables：
sum of products of lesion diameters (SPD) >9320 mm2 (upper quartile), histologic grade 3A, >2 extranodal lesions, ECOG-PS >1, Hb <12 g/dL, β2-MG >ULN, peripheral blood natural killer cell count <100/μL, and serum LDH >ULN.
	2 groups:
low-risk (0-2 points comprised ),
high-risk ( 3-9 points comprised )

	m7-FLIPI76
	consists of 7 genes：
EZH2 (β=-0.53),ARID1A (β=-0.4),MEF2B (β=-0.07),EP300 (β=+0.33),FOXO1(β=+0.26), CREBBP (β=+0.05),CARD11(β=+0.04), high-risk FLIPI (3-5, β=+0.79),ECOG-PS (>1 point, β=+0.38)
	2 groups:
low-risk ( score of <0.8  ),
high-risk ( score of >0.8 )

	23-gene scoring77
	consists of 23 genes：
The genes involved in B cell development (VPREB1, FOXO1, FCRL2, AFF3, TCF4), apoptosis and DNA damage response (RASSF6, GADD45A), cell cycle (E2F5, USP44), cell migration (CXCR4, SEMA4B, EML6, DCAF12, VCL, RGS10), immunomodulation (CXCR4, KIAA0040, TAGAP, ORAI2, KIAA0040, METRNL), and other processes (PRDM15, ABCB1, ALDH2, SHISA8) were assessed. The scores of these 23 genes ranged from 0.621 to 1.504. Based on the optimal threshold of 1.075
	2 groups:
low-risk ( score of <1.075 ),
high-risk ( score of >1.075 )

	POD24-PI18
	The POD24-PI scoring system consists of FLIPI (3-5, β=+1.0) and 3 genes: EP300 (β=+0.58), FOXO1 (β=+0.14), and EZH2 (β=-0.42);
the total score was calculated by adding the weighted predictive values of the Lasso coefficient. 
	2 groups:
low-risk (  total score ＜0.71 ),
high-risk ( total score >0.71)

	[bookmark: _GoBack]FLIPI2492
	The FLIPI24 model utilizes 5 continuous variables: 
age (linear 60-90 years with inflection at age 75), hemoglobin (linear 8-17 g/dL), white blood cell count (linear 4-11 109/L), normalized lactate dehydrogenase (linear 0.5-5), and beta-2-microglobulin (linear 1-10 mg/L). Linear variables and valid ranges were utilized based on close examination of functional forms across potential models.
Continuous FLIPI24 risk scores were grouped for visualization in K-M curves as follows
	[bookmark: _Hlk153794910]5 groups:
very low risk (0-0.10),
low risk (0.10-0.15), 
average risk (0.15-0.20), 
high risk (0.20-0.40), 
very high risk (>0.40).





