Table S2 Samples used in this study
	Sample ID
	Tissue
	Ecotype
	Site

	ID_209_HEL-B
	brain
	marine
	Baltic Sea at Helsinki, Finland

	ID_209_HEL-L
	liver
	marine
	Baltic Sea at Helsinki, Finland

	ID_225_HEL-B
	brain
	marine
	Baltic Sea at Helsinki, Finland

	ID_225_HEL-L
	liver
	marine
	Baltic Sea at Helsinki, Finland

	ID_271_HEL-B
	brain
	marine
	Baltic Sea at Helsinki, Finland

	ID_271_HEL-L
	liver
	marine
	Baltic Sea at Helsinki, Finland

	ID_305_BOL-B
	brain
	marine
	Baltic Sea at Bölesviken, Sweden

	ID_305_BOL-L
	liver
	marine
	Baltic Sea at Bölesviken, Sweden

	ID_307_BOL-B
	brain
	marine
	Baltic Sea at Bölesviken, Sweden

	ID_307_BOL-L
	liver
	marine
	Baltic Sea at Bölesviken, Sweden

	ID_315_BOL-B
	brain
	marine
	Baltic Sea at Bölesviken, Sweden

	ID_315_BOL-L
	liver
	marine
	Baltic Sea at Bölesviken, Sweden

	ID_451_ABB-B
	brain
	freshwater
	Abbortjärn pond, Sweden

	ID_451_ABB-L
	liver
	freshwater
	Abbortjärn pond, Sweden

	ID_493_ABB-B
	brain
	freshwater
	Abbortjärn pond, Sweden

	ID_493_ABB-L
	liver
	freshwater
	Abbortjärn pond, Sweden

	ID_494_ABB-B
	brain
	freshwater
	Abbortjärn pond, Sweden

	ID_494_ABB-L
	liver
	freshwater
	Abbortjärn pond, Sweden

	ID_579_BYN-B
	brain
	freshwater
	Bynästjärnen pond, Sweden

	ID_579_BYN-L
	liver
	freshwater
	Bynästjärnen pond, Sweden

	ID_675_BYN-B
	brain
	freshwater
	Bynästjärnen pond, Sweden

	ID_675_BYN-L
	liver
	freshwater
	Bynästjärnen pond, Sweden

	ID_683_BYN-B
	brain
	freshwater
	Bynästjärnen pond, Sweden

	ID_683_BYN-L
	liver
	freshwater
	Bynästjärnen pond, Sweden

	ID_697_BYN-B
	brain
	freshwater
	Bynästjärnen pond, Sweden

	ID_697_BYN-L
	liver
	freshwater
	Bynästjärnen pond, Sweden



Table S3 Sample information, mRNA read counts and alignments to the Pungitius pungitius genome
	Sample ID
	Unfiltered
	Filtered
	Uniquely mapped
	Mapping efficiency

	ID_209_HEL-B
	24,079,372
	24,079,352
	22,911,254
	95.15%

	ID_209_HEL-L
	24,039,973
	24,039,960
	23,092,933
	96.06%

	ID_225_HEL-B
	24,050,220
	24,050,197
	22,898,200
	95.21%

	ID_225_HEL-L
	19,958,440
	19,958,413
	18,908,778
	94.74%

	ID_271_HEL-B
	24,044,001
	24,043,986
	22,981,944
	95.58%

	ID_271_HEL-L
	24,107,774
	24,107,715
	22,613,133
	93.80%

	ID_305_BOL-B
	24,062,282
	24,062,275
	22,991,148
	95.55%

	ID_305_BOL-L
	24,105,150
	24,105,144
	23,157,838
	96.07%

	ID_307_BOL-B
	24,090,812
	24,090,800
	22,988,496
	95.42%

	ID_307_BOL-L
	24,030,402
	24,030,384
	23,164,519
	96.40%

	ID_315_BOL-B
	24,081,316
	24,081,307
	22,998,361
	95.50%

	ID_315_BOL-L
	24,149,125
	24,149,110
	23,019,448
	95.32%

	ID_451_ABB-B
	24,010,366
	24,010,354
	22,778,181
	94.87%

	ID_451_ABB-L
	24,078,662
	24,078,655
	22,960,851
	95.36%

	ID_493_ABB-B
	24,021,201
	24,021,181
	22,904,438
	95.35%

	ID_493_ABB-L
	24,098,214
	24,098,192
	22,859,237
	94.86%

	ID_494_ABB-B
	24,154,707
	24,154,686
	23,008,829
	95.26%

	ID_494_ABB-L
	24,098,036
	24,098,027
	22,776,483
	94.52%

	ID_579_BYN-B
	24,120,599
	24,120,592
	23,139,740
	95.93%

	ID_579_BYN-L
	21,559,036
	21,559,003
	19,627,924
	91.04%

	ID_675_BYN-B
	24,005,980
	24,005,965
	22,961,155
	95.65%

	ID_675_BYN-L
	24,051,125
	24,051,102
	22,923,913
	95.31%

	ID_683_BYN-B
	24,142,482
	24,142,470
	23,100,567
	95.68%

	ID_683_BYN-L
	19,628,302
	19,628,285
	18,667,956
	95.11%

	ID_697_BYN-B
	24,045,985
	24,045,971
	23,088,513
	96.02%

	ID_697_BYN-L
	24,069,939
	24,069,923
	23,077,827
	95.88%



Table S4 Sample information, small RNA read counts and alignments to the Pungitius pungitius genome
	Sample ID
	Unfiltered
	Filtered
	Best alignment
	Mapping efficiency

	ID_209_HEL-B
	40,678,263
	27,792,943
	23,528,690
	84.66%

	ID_209_HEL-L
	33,278,581
	30,604,848
	26,527,551
	86.68%

	ID_225_HEL-B
	45,717,823
	33,401,424
	28,847,628
	86.37%

	ID_225_HEL-L
	48,871,925
	36,069,032
	32,126,211
	89.07%

	ID_271_HEL-B
	41,679,281
	32,956,104
	27,790,245
	84.33%

	ID_271_HEL-L
	42,667,345
	36,757,126
	31,001,078
	84.34%

	ID_305_BOL-B
	41,869,443
	31,004,039
	26,052,303
	84.03%

	ID_305_BOL-L
	41,092,437
	24,630,700
	20,985,826
	85.20%

	ID_307_BOL-B
	38,011,716
	28,180,093
	24,627,654
	87.39%

	ID_307_BOL-L
	37,672,625
	21,533,844
	18,281,767
	84.90%

	ID_315_BOL-B
	42,614,891
	19,482,069
	15,978,073
	82.01%

	ID_315_BOL-L
	35,552,478
	24,917,619
	21,512,921
	86.34%

	ID_451_ABB-B
	43,345,856
	35,812,267
	31,091,383
	86.82%

	ID_451_ABB-L
	36,728,713
	22,973,713
	19,971,056
	86.93%

	ID_493_ABB-B
	40,992,761
	36,617,526
	32,120,835
	87.72%

	ID_493_ABB-L
	41,903,887
	23,672,892
	20,243,294
	85.51%

	ID_494_ABB-B
	45,694,719
	43,661,477
	38,720,004
	88.68%

	ID_494_ABB-L
	41,163,057
	32,342,561
	28,812,327
	89.08%

	ID_579_BYN-B
	43,512,310
	39,741,117
	34,613,967
	87.10%

	ID_579_BYN-L
	46,512,299
	33,970,426
	30,088,374
	88.57%

	ID_675_BYN-B
	41,830,895
	36,315,576
	31,362,628
	86.36%

	ID_675_BYN-L
	42,114,195
	26,578,179
	22,713,657
	85.46%

	ID_683_BYN-B
	39,002,108
	34,263,596
	30,366,556
	88.63%

	ID_683_BYN-L
	39,608,919
	25,122,251
	22,005,159
	87.59%

	ID_697_BYN-B
	42,544,584
	36,951,950
	31,725,831
	85.86%

	ID_697_BYN-L
	42,142,018
	32,669,723
	28,774,918
	88.08%




Table S5 Sample information, WGBS read counts and alignments to the Pungitius pungitius genome
	Sample ID
	Unfiltered
	Filtered
	Uniquely mapped
	Mapping efficiency

	ID_209_HEL-B
	42,157,615
	42,157,473
	28,906,410
	68.57%

	ID_209_HEL-L
	42,078,259
	42,078,004
	28,708,182
	68.23%

	ID_225_HEL-B
	42,078,565
	42,078,524
	27,342,807
	64.98%

	ID_225_HEL-L
	40,181,320
	40,181,194
	26,758,720
	66.60%

	ID_271_HEL-B
	42,090,053
	42,089,938
	29,152,124
	69.26%

	ID_271_HEL-L
	42,148,907
	42,148,796
	29,307,226
	69.53%

	ID_305_BOL-B
	42,037,359
	42,037,248
	29,957,321
	71.26%

	ID_305_BOL-L
	42,025,917
	42,025,804
	29,446,821
	70.06%

	ID_307_BOL-B
	42,049,728
	42,049,612
	30,242,355
	71.92%

	ID_307_BOL-L
	42,056,562
	42,056,446
	29,428,938
	69.97%

	ID_315_BOL-B
	34,366,484
	34,366,155
	23,308,813
	67.82%

	ID_315_BOL-L
	39,487,308
	39,486,895
	26,884,056
	68.08%

	ID_451_ABB-B
	42,129,733
	42,129,576
	24,964,069
	59.25%

	ID_451_ABB-L
	42,154,354
	42,154,191
	29,642,013
	70.32%

	ID_493_ABB-B
	42,078,035
	42,077,884
	30,251,017
	71.89%

	ID_493_ABB-L
	42,114,131
	42,114,038
	29,637,690
	70.37%

	ID_494_ABB-B
	42,115,273
	42,115,127
	30,326,322
	72.01%

	ID_494_ABB-L
	42,015,067
	42,014,971
	29,000,594
	69.02%

	ID_579_BYN-B
	37,164,831
	37,164,705
	27,714,771
	74.57%

	ID_579_BYN-L
	42,011,365
	42,011,149
	30,572,278
	72.77%

	ID_675_BYN-B
	42,063,457
	42,063,260
	31,653,121
	75.25%

	ID_675_BYN-L
	42,035,055
	42,034,777
	30,577,159
	72.74%

	ID_683_BYN-B
	42,111,549
	42,111,429
	31,248,564
	74.20%

	ID_683_BYN-L
	42,130,731
	42,130,605
	30,760,398
	73.01%

	ID_697_BYN-B
	42,132,958
	42,132,908
	30,514,275
	72.42%

	ID_697_BYN-L
	42,125,374
	42,125,228
	30,363,952
	72.08%



