Supplemental Table 2: Detailed information about TNFRSF13B variants and miRNA target pairing in the seed regions.
	Variants
	miRNA
	Predicted position of target region (bp)
	
	Context++ score
	Context++ score percentile

	[bookmark: _Hlk109131914][bookmark: _Hlk109129563]c.*65T>G

	hsa-miR-1224-3p
	62-68
	5'  ...GGGAGAGAGAAAGAGAGGUGGGG...
           ||||||     ||||||| 
3'    GACUCCUCUCUCC---UCCACCCC
	-0.33
	97

	[bookmark: _Hlk109131889][bookmark: _Hlk109131875]c.*79A>G

	hsa-miR-7110-3p
	76-83
	5' ...GAGGUGGGGAGAGGGGAGAGAGA...
            ||||     ||||||| 
3'     GACGUCCCUUCACCCUCUCUCU
	-0.61
	99

	c.*79A>G

	hsa-miR-6873-3p
	77-83
	5' ...AGGUGGGGAGAGGGG-AGAGAGAU...
             ||||     ||||||| 
3'     GACUCUCUCUUUCUGUCUCUCUU
	-0.38
	98

	[bookmark: _Hlk109131928]c.*79A>G
c.*84T>G
	hsa-miR-3675-3p
	79-85
	5'  ...GUGGGGAGAGGGGAGAGAGAUAU...
         ||||||       ||||||  
3'    AACCCCCUCAAGGAA-UCUCUAC
	-0.26
	98

	[bookmark: _Hlk109131941]c.*86_*88delTG

	hsa-miR-4279
	87-93
	5' ...AGGGGAGAGAGAUAUGAGGAGAG...
                     ||||||| 
3'           CUUCGGCCCUCCUCUC
	-0.33
	98

	[bookmark: _Hlk109131857][bookmark: _Hlk109131822]c.*173G>A

	hsa-miR-2276-5p
	168-174
	5' ...AGAGGGAGAGAGAGACAGAGGGG...
                     ||||||| 
3'     GCAGACGUUCCACUGUCUCCCG
	-0.26
	97

	c.*173G>A

	hsa-miR-6826-3p
	170-177
	5' ...AGGGAGAGAGAGACAGAGGGGAA...
                     ||||||| 
3'     GACUUGUCCUUUCUCUCCCCUC
	-0.55	
	99

	c.*173G>A
	hsa-miR-6795-3p
	170-176
	5'    ...AGGGAGAGAGAGACAGAGGGGAA...
                        ||||||  
3'        GACCCCCUUCUUUGCUCCCCA
	-0.31
	98

	[bookmark: _Hlk109131765]c.*200C>G

	hsa-miR-2682-3p
	194-201
	5'  ...AGAGGCAGAGAGGGAAAGAGGCA...
            |||       ||||||| 
3'    CCUUCUGUCGCGAC--UUCUCCGC
	-0.50
	99

	c.*200C>G
	hsa-miR-6781-3p
	194-201
	5'  ...AGAGGCAGAGAGGGAAAGAGGCA...
        |||||         ||||||| 
3'    GACUCCGGCACCUU--UUCUCCGU
	-0.48	
	99

	[bookmark: _Hlk109131789]c.*200C>G
	hsa-miR-5001-3p
	197-203
	5' ...GGCAGAGAGGGAAAGAGGCAGAG...
                     ||||||| 
3'     UUCCUGGACCUGUCUCCGUCUU
	-0.26
	95

	[bookmark: _Hlk109131634][bookmark: _Hlk109131660]c.*216C>G

	hsa-miR-6895-3p
	211-217
	5' ...GAGGCAGAGAAGGAA-AGAGACAG...
               ||||   ||||||  
3'     GAUUCCGGUUCCCGCUCUCUGU
	-0.39
	98

	c.*216C>G
	hsa-miR-593-3p
	211-217
	5'   ...GAGGCAGAGAAGGAAAGAGACAG...
                       ||||||  
3'         UCUUUGGGGUCGUCUCUGU
	-0.36
	98

	c.*216C>G
	hsa-miR-6818-3p
	211-217
	5' ...GAGGCAGAGAAGGAA--AGAGACAG...
                |||||  ||||||| 
3'       GACACACUCCUUGUUCUCUGUU
	-0.27
	96

	c.*216C>G
	hsa-miR-5699-3p
	213-219
	5'  ...GGCAGAGAAGGAAAGAGACAGGC...
              ||||||  ||||||| 
3'    CGAGGUUGUUCCUU--UCUGUCCU
	-0.35
	97

	c.*216C>G
	hsa-miR-214-5p
	214-221
	5'  ...GCAGAGAAGGAAAGAGACAGGCA...
             |||      ||||||| 
3'    CGUGUCGUUCACAU--CUGUCCGU
	-0.56
	99

	c.*216C>G
	hsa-miR-6514-3p
	215-221
	5' ...CAGAGAAGGAAAGAGACAGGCAG...
             ||||    ||||||| 
3'    GACCUCACCUUCU--UGUCCGUC
	-0.26
	97

	[bookmark: _Hlk109131699][bookmark: _Hlk109131732]c.*252_*259dupCCCTCTCTG
	hsa-miR-6769b-3p
	253-259
	5' ...GAGAGGGAGAGAGGCAGAGAGGG...
                     ||||||| 
3'      GAUACCCACCCUGUCUCUCCC
	-0.27
	96

	c.*252_*259dupCCCTCTCTG
	hsa-miR-4723-3p
	253-259
	5' ...GAGAGGGAGAGAGGCAGAGAGGG...
          |||||      ||||||| 
3'    AAACCCCUCCUCGG-UCUCUCCC
	-0.31
	96

	c.*252_*259dupCCCTCTCTG
	hsa-miR-3183
	253-259
	5' ...GAGAGGGAGAGAGGCAGAGAGGG...
                     ||||||| 
3'     AGGCUCGCUGAGGCUCUCUCCG
	-0.22
	96

	c.*252_*259dupCCCTCTCTG
	hsa-miR-6892-3p
	254-261
	5'    ...AGAGGGAGAGAGGCAGAGAGGGA...
                        ||||||| 
3'         GACGUUCCCCACCCUCUCCCU
	-0.59
	99

	c.*252_*259dupCCCTCTCTG
	hsa-miR-4469
	256-263
	5' ...AGGGAGAGAGGCAGAGAGGGAGA...
                     ||||||| 
3'     AGGCUCGCUGGGAUCUCCCUCG
	-0.45
	99




