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mmK2P5_TASK2 287 GGGERVPGPGHGLGPQGDRLPTIPASLAPLVVMS - - - - - - - - - - - - NRVPSLE QTLKN 369
HsK2P5_TASK2 287 AM GGGETGPGP- -GLGPQGGGLPALPPSLVPLVV QTLRS 367
GgK2P5_TASK2 284 PVNIESELESKKEETYNDEIKQIGKKALKTNND - - - - - - - - KMIKVENT KQNMQNA | KDAQVT -LDIQN- 357
XIK2P5_TASK2 286 NGL D.HGK- -- - I LNGDASANGGVTNTERDFMVM RNGMGYDQ MF SDSRQ EN 362
Drk2P5_TASK2 287 ADKGENQCVS ------- TMNSRKNAAAKRSKSCSDALSINGNT IVSLDGSPRLKRHYSFSDRVAVALSKSKGY 375
MdK2P5_TASK2 287 .GGG- - --GE-RAVGPESGRAALPPAPVGPLA IIT ------------ TRVPSYE -QTLRL 364
TgK2pP5_TASK2 284 DMINIEESEESKKEETYNDLEIKQIGKKALKTSND - - - - - - - - KM11VENAKQ- -MNAS IDVQUTMT - - - - - - - - - - - - TESFEYDEAS-LDIQN- 355
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mmK2P5_TASK2 433 V E LTSK EQG- - - -PMAEAPLSSTG B DE v KADNPRGT - 502
HsK2P5_TASK2 431 LE LAGE QQG- - - - AEAKAPL - NMG ¥ SE v KANSPKGT - 499
GgK2P5_TASK2 423 MDBNTV - - EEPDTAK- - - -------- TVSNVKAAT 484
XIK2P5_TASK2 420 YEBNMGEPQTPTQKD- - - - - - - - - - - - - - TCLEQ TVHSDKSVT 480
DriK2P5_TASK2 459 BENDFMPSIFKS - - - - - DEPDFRKE - - - - - - - - - - - - - E ET GCGSDHGQS SKEDNTDI - - 513
MdK2P5_TASK2 430 .LAGEIGEEQGEGEEAEAEMPL NLG DD v KANSPRGT - 502
TgK2P5_TASK2 421 LA--EESETAK----------- KLVK] P TVSNVKAAT 482

Supplementary Figure 2 | Sequence alignment of TASK2 channels. Alignment of M. musculus, H. sapiens, G. gallus, X. laevis, D. rerio, M. domestica,
and T. guttata TASK2 colored by conservation. TASK2 secondary structure is drawn above the sequences with gaps and unmodeled residues shown as
dashed lines, loops and non-helical secondary structure as gray lines, and selectivity filters as green lines. Residues implicated in the extracellular gate are
indicated with green boxes, residues implicated in the intracellular gate with red boxes, and disulfide bond forming C51 with a yellow box.



