hs TMC1-1
hs TMC1-2
mm TMC1-1
mm TMC1-2
dr Tmc1-1
arTmcec1-2
hs TMC2-1
hs TMC2-2
mm TMC2
adr Tmc2a
ar Tmc2b-1
ar Tmc2b-2

hs TMC1-1
hs TMC1-2
mm TMC1-1
mm TMC1-2
ar Tmec1-1
dr Tmec1-2
hs TMC2-1
hs TMC2-2
mm TMC2
adrTmc2a
ar Tmc2b-1
adr Tmc2b-2

hs TMC1-1
hs TMC1-2
mm TMC1-1
mm TMC1-2
arTmc1-1
arTmc1-2
hs TMC2-1
hs TMC2-2
mm TMC2
dr Tmc2a
ar Tmc2b-1
ar Tmc2b-2

hs TMC1-1
hs TMC1-2
mm TMC1-1
mm TMC1-2
arTmc1-1
dr Tmc1-2
hs TMC2-1
hs TMC2-2
mm TMC2
dr Tmc2a

ar Tmc2b-1
ar Tmec2b-2

hs TMC1-1
hs TMC1-2
mm TMC1-1
mm TMC1-2
arTmc1-1
adrTmc1-2
hs TMC2-1
hs TMC2-2
mmTMC2
adr Tmc2a

drTmec2b-1 KLSI1PG
drTmec2b-2 NKEKKGNGKAGGKGSNDKQDDKDKDKKKNKGKNSSSSSSDNNSDDE'S

MLVKSELFMHATHHRQ----ALFSQAMVYCCDI I THTHGQPHA
----METFNRKENHQEDLFLALFSQAMVYCCDI I THTHGQPHA

4 9

| 1
MSPKKVQIKVEEK
MGKSKMIQIKVEEK
MLQIQVEEK
RLLRRRMPRHKLIASESDVSIEVDEGKDKESCVYYVEVEENCERGKIKQASRD
RLLRRRMPRHKLIASESDVSIEVDEGKDKESCVYYVEVEENCERGKIKQASRD
MSHQVKGLKEEAR GGVKGRVKSGS - -
MPRCHTLGCPVLSPAELTSS--RNHLGRLISHGRGHFPGPEAVGTRT
MSPQLKSLDEEGD
MPKKSDTTRKLEDVGIEIDGD
MCVLQLGWKWMQN
----MPRRKSDIEITMDDVGMEMDAE

1 . 74 . 34
EDETEESSSEEEEEVEDKLPR
EDETEESSSEEEEEVEDKLPR
EEDTEESSSEEEEDKLPR
GKRRRERNGETRRKASEKRTNEGESKKAEKKHEKGHRTARKAGEKHGKRQRRK
GKRRRERNGETRRKASEKRTNEGESKKAEKKHEKGHRTARKAGEKHGKRQRRK
----PHTGDRLGRRSSSKRALKAEGTPGRRGAQRSQKERAGGSPSPGSPRR--
VHFPAPAGDRLGRRSSSKRALKAEGTPGRRGAQRSQKERAGGSPSPGSPRR--
KSARRPTRKQTSRAACPQDGHRAQSSRKDPAKGSPRPGSSRK--
KKSKGKGGKKAAGGKRGKASEDGEDEDEDDKPPKGRRAANKKKPAPVDEED- -
LIVEVMWTQKEEQKAGINQNLRREEGKPNQQTVWRRAKKRRMNRRA- -
AKGRNKPKPAARGRKAKPADSVEESEEEEDESPRKRRGRRKKQEDEDESEE--

36

RESLRPKRKRT

46 | ?6
DVINEDDPEPEP
RESLRPKRKRTRDVINEDDPEPEP
RESLRPKRKRTRIDVINEDDPEPEP
NAGEEDAEDKSSKEKKNMKNEKNKTLKLEEEKEKDVRKKKRKHVKNEEDETNH
NAGEEDAEDKSSKEKKNMKNEKNKTLKLEEEKEKDVRKKKRKHVKNEEDETNH
KQTGRRRHREELGEQERGEAERTCEGRRKRDERASFQERTAAPKR
KQTGRRRHREELGEQERGEAERTCEGRRKRDERASFQERTAAPKR
KQMEHGSYHKGLQGQKPRKVERSLQG-RKKDRRITSLKEQRASPKK
SDDDIPQRRSAGNRRRGNVRERGDGDKKKSGKKGRRGGKKNEKG
RGEAGGRSKKMIMRVRKNRREEER
---EQKGRRKKAVNSRKRTAKKDESEEESEEEKGNKRRGGRIKGATKKEKEEEN

1 | 1 ?0 1 ZO 1 §0 1 |
ED-------- - - - EETRKAREKERRRRLKRGAEEEE------------
3 o EETRKAREKERRRRLKRGAEEEE------------
ED--------—————-——- EETRKAREKERRRRLRRGAEEEEE--------—---
EKTK----------o-o- QHLKEEKRRKKRKKPETTSESESKSESESASESES
EKTK------------—-- QHLKEEKRRKKRKKPETTSESESKSESESASESES
EK--- - oo - - EIPRREEKSKRQKKPRSSSLASSASGGES------
EK--- - oo o m o - - EIPRREEKSKRQKKPRSSSLASSASGGES------
E-ommmm e e - REALRKEAGKQLRKPRSTSLGSSVSTGDS------
KGK=-=--=---- - = - = DSDKDSDKDEKKKKNSSGDESDSDEEDES--- - - -

REQQRKTSQRRRSPSSCSSSSDNNSDDES

| 1 %7 1 ?7 1 %07 1 %17
ASTMC1-1 - - - - - - - - - - IDEEELERLKAELDEKRQI[FATVKC KMEKK I|EVIEKIEAK K
hsTMC1-2 - ------—---- IDEEELERLKAELDEKRQI[FATVKC KMEKK I|EVIEKIEAK K
mmTMC1-1 - ------- - - - IDEEEELERLKALLDENRQMIEATVKC KMEKK I|EVIEK KK
mmTMC1-2 - - - — - - - — = = = = = = = - - = - — - -~ ———— - MIFATVKC KMEKK I|EVIEK KK
drTmc1-1 KNSPAVGVLGSLTPEELENLKEAVEERKKLIETQLKG PMRRKLUVVIERIESQE
drTmc1-2 KNSPAVGVLGSLTPEELENLKEAVEERKKLIETQLKG PMRRKLUVVIERIESQE
hs TMC2-1 ----------- LSEEELAQI LEQVEEKKKLIFATMRS PMAKKUT EIER QE
hs TMC2-2 -------—---- LSEEELAQILEQVEEKKKLIFATMRS PMAKKUT EIER QE
mmTMC2 - - ----—------ LSEEELAQI LEQVEEKKKLHETTVRN PMAKK LR EIER QA
drTme2a ----------- MSEGEMAKILMEEVEEKKKLFANIRN RMRRRILKVIEK QQ
arTme2b-1 - ---------- MSEGEMARILKEEVEEKKKLFATLRN RMKRRILUK CIEK QE
arTme2b2 ----------- MSEGEMARLKEEVEEKKKLIFEATLRN RMKRRILUK CIEK QE
------------------------ V000000000000 0000000000 7= 0080000000224 0
NT
147 157 . 177
hs TMC1-1 FIKM A A L E AA N Al
hs TMC1-2 FKMMMA AKF L E AA N Al
mm TMC1-1 FKMMMA AKF L E AA N Al
mm TMC1-2 FKMMM A AKF L E AA N Al
ar Tme1-1 YKV M M Q E TA M El
arTme1-2 YKV M M Q E TA M El
hs TMC2-1 Y KM A \ K D TQ M Dl
hs TMC2-2 Y KMLMA VK EF K D TQ M DI
mm TMC2 Y RMMMA VK E K D TQ M DI
dr Tmc2a Y KVMMM | K'E K ENFRTA R EV
ar Tme2b-1 FIKV T LI N E TA SR EV
dr Tme2b-2 FIKV T LI N E TA SR EV
R A 0000000000000 000000200000000007 - 222222
NT a0
197 207 . ?117
hs TMC1-1 Q L VINM ITETESIEIML Y L L
hs TMC1-2 Q L VINM IILTIESLIMLPEY L L
mm TMC1-1 Q L VINM VILTESLIMLPEY L L
mm TMC1-2 Q L VINM VILTESLIMLPEY L L
dr Tme1-1 H | I INM GLTEGLEVMV AIEMG K L
arTmc1-2 H | | INM GLTEGLVMV AIEMG K L
hs TMC2-1 H | VIN L GLIEGLVI I VIEMGM |
hs TMC2-2 H | VIN L GLIEGLV I I VIEMGM |
mm TMC2 H | VINL GLI[FGLV I IPEVILMGM |
dr Tmc2a H | MIN L SIETEGLVV I VIEMG L |
dr Tme2b-1 H | LIN L GFMEGLEVV | LIEMG | |
ar Tme2b-2 H | LINL GFMEGEVV | LIEMG | |
- 0000000200000 000002020000000000220000008 et  AILILIIEE
al
. 237 247 277 .
hs TMC1-1  A[EEA SAIAN[F G N Vv DIN K LSYFL IMC
hs TMC1-2 AEEASAANEG N \Y DINK LSYFL IMC
mmTMC1-1  A[EEASAANEG N v DNK LSYFLVGIMC
mmTMC1-2 A[EEASAANEG N % DINK LSYFLVGIMC
dr Tme1-1 E[EEASAMNEA G \ NSQ LSYFL VGT
drTmc1-2 EEEASAMNIEA G \" NSQ LSYFL VGT
hs TMC2-1 A EE EKAMDIE S E A NNQ MAY FM VSV
hs TMC2-2 AEEEKAMDES E A NNQ MAY FMMGV SV
mm TMC2 AEEERAMDES E A NNQ MAY EMMGV SV
drTmc2a EDQDTAMDY S N % NNQ LSYLMMGIGT
drTmc2b-1 EJEQDS MDIS G | NNQ LSYLL VGI
drTmc2b-2 EEQDSAMDIE S G I NNQ LSYLL VGI
------ e R R GCRLEELLLEREE LS 000000000270
a2
287 2|97 . 307 31 327
hs TMC1-1 | FLVMLKAMTKINI GDDG- GGDDNT|ENE[SWK V P FN
hs TMC1-2 | FLVMLKAMTKINI GDDG- GGDDNT|ENE[SWK V P FN
mm TMC1-1 | FLVMLKAMTKINI GDDG- GGDDNT|ENE[SWKV P FN
mmTMC1-2 | FLVMLKAMTKINIGDDG-GGDDNT|ENE[SWKV P FN
drTmec1-1 VA YMVMIRTMARNANEEG-GGDDT S|EN[F|SWK T P FA
drTmc1-2 VAYSYMVVMIRTMARNANEEG-GGDDT S|ENF[SWKT P FA
hs TMC2-1 F L1 IMIRSMASNTQGSTGE|GESDN|ET E|S|FKM S YA
hs TMC2-2 F LI'TMIRSMASINTQGSTGEGESDNETIE|S|FKM S YA
mm TMC2 F LMIMIRSMASNTQGSTSEGDSDS|ET E|S|F KM S YV
adr Tmc2a F LMVM I RTMAKINADVGGGD|G EDN E|ET FJAWKM A YA
dr Tmec2b-1 F LMVMIRTMARNANEGGDGGD E GNFT F/CWK L P FA
drTmc2b-2 F LMVMIRTMARNANEGGDGGD EGN|ET E|/CWK L P FA
0000000202220 00000028 - 000008 e v0trr00270
a2 IL1
. . 3:56 . 3:66 . 376 3:86
hs TMC1-1 MN AITEEKAAQVEENVHL I F FVFLT FWA
hs TMC1-2 MN AITEEKAAQVEENVHL I F FVFLT FWA
mm TMC1-1 MN Alll| EERAAQVEE | F FVFLT FWA
mm TMC1-2 MN Allll EERAAQVEE | F FVFLT FWA
drTmc1-1 TS AIlVEEQESRKDD T Vv LVLCC YFV E
drTmc1-2 TS AIVEEQESRKDD T v LvLCC YFV
hs TMC2-1 TS SIEVDEQESNKEE T \Y LI1CC YFV
hs TMC2-2 TS SIEVDEQESNK EE T Vv LITCC YFV
mm TMC2 TS SIEVDEQESNKEG T \ LILCC YFV
dr Tmc2a TS SIEVDEQENQKDIE R Vv LITCT YFV
dr Tmc2b-1 TMTS SIEVDEQENLKDIE R L VLI LCC YAV
drTmc2b-2 [S|TIET S SIEVDEEQENLKDE R L VLI LCC YAV
0000282802020 000208 ------------ OO0V OPOVIPOPPPPOPVPOVPIIOVOVVP00220
IL1 a3
?:96 . é:r06 . 416 é:r26 é:r36
hs TMC1-1 EFAQQDPDTLG K MNM T DLF D LTA L
hs TMC1-2 EFAQQDPDTLG K MNM T DLF D LTA L
mm TMC1-1 EFFAQQDPDTLG K MNM T DLF D LITA L
mm TMC1-2 EFAQQDPDTLG KNEMNM TLEDLF D LA L
ar Tme1-1 KIFALEGLENYG RNEVNM MILEDV I STILEN RIA Q
adr Tmce1-2 KIFALEGLENYG R VNM M DVIST N RI1A Q
hs TMC2-1 QESK--MQNVSWYER VEI P ETI N RTG Q
hs TMC2-2 QIFSK--MQNV SWY [ER VEI P ETI N RTG Q
mm TMC2 EFESK--MQNV SWYER VEI P ETI N RTG Q
drTmc2a EF- -QNMDNLSWYEKNELE I | MILEET | E RIA Q
dr Tmc2b-1 DIFAKRDRNELTWLQKNEVE I PILEEAI D RIA Q
dr Tmc2b-2 DIEAKRDRNELTWLQKNEVE I PIEEEAI D RIA Q
00OV - (31-0 ------ 00OV 8V80008002000002008000008--------- Y2222 LL 2
a3 a4 a5
156 4|'66 . 476 . 4|'86 .
hs TMC1-1 L VIE | MDE | NNK | EEEK LV IMLWEANMI KAYNAS - -
hs TMC1-2 L VIE | MDE | NNK | EEEK LV ITLWEANMI KANYNAS - -
mm TMC1-1 L VIE | MDE INNK I EEEKLV I TILWEANMI KAYNESLS
mm TMC1-2 L VIE | MDE INNK I EEEKLV I TILWEANMI KAYNESLS
dr Tmc1-1 F TEFEI MDA IQLKRAEEE IV MIF TWQANL---¥NGT- -
drTmc1-2 F TF I MDA IQLKRAEEE IV MIT | WQANL---¥NGT - -
hs TMC2-1 F TFEL MDDVHLKLANIEET I IHW- -TILFNYNYNSS - -
hs TMC2-2 F TELL MDDVHLKLANIEET I IMHW--TLFNYNNSS - -
mm TMC2 F TFLLALMDDVHLKLSNEEK I | IHW- - TLFNYY¥YNSS - -
drTmc2a F TFLLALFDEVNAKLEEEESI ASIW--FLKEY¥ANYTA
adr Tme2b-1 F TFLFALFDEVNGKLENEKQ I QIV --ALKEYYANYTL
dr Tme2b-2 F TELF FDEVNGKL ENEKQ I QEVW--ALKEYXYANYTL
OOV VPOOIVOOPOP 0080800080000 200820080002002000000020 -
ad
| . 5|03 513 523 5|33 543
hs TMC1-1 —FSENSTGIPFFVH PRGP MVGQEFVRLTVSDVLTTYV |
hs TMC1-2 - FSENSTGPPFFVH PRGP MVGQEFVRLTVSDVLTTYV |
mmTMC1-1 GLSGNTTGAPFFVH P P M Q VR \Y VLT \ |
mmTMC1-2 GLSGNTTGAPFFVH P P M Q VR \Y VLT \ |
drTmec1-1 -VPDNSTAPPLTVH P P M Q VR | TMT | |
drTmc1-2 -VPDNSTAPPLTVH PRGP MVGQIEFVRIL | IISDTMTTY | TLILI
hs TMC2-1 - -GWNESVPRPPLH PRGS AVG | [EFMRILTVSDMLVTY I L
hsTMC2-2 - -GWNESVPRPPLH PRGS AVG | [EFMRLTVISDMLVTY I L
mm TMC2 --GGNESVPRPPPH P S A I MR \" MLV L \
dr Tmc2a NNPNDTGTPPP-IN | P T \ VK | IQV L |
drTmec2b-1 QYNITENIPPPNIA | P E I VK \Y IQV L |
drTme2b-2 QYNITENIPPPNIA IRGP EMG I EEVKIETVSD I QVITYL |
----------------------------------------------------- VOOV VVVVVV00000000000200000002220
a6
. .':;53 .':;63 573 583 .':;93
hs TMC1-1 CF CINY YQY T A SEEF SIEP
hs TMC1-2 CF CINY Y QY T A SIEF SIEP
mm TMC1-1 CF CINY Y QY T A SIEF SIEP
mm TMC1-2 CF CNY YGY T A SEFAPSILP
dr Tmc1-1 VL LNN YGF S i G AEYAP(CILP
drTmc1-2 VL LINN YGF S V G AEY citp
hs TMC2-1 CF MINY AGF A G SEEY GLVv
hs TMC2-2 CF MINY AGF A G SIEY GLV
mm TMC2 CF MINH AGF A G SIEY GLv
dr Tmc2a F i LNY A G GLV| AFYAPGLYV
ar Tme2b-1 LI LNY AGF A G AFYAPGLV
adr Tme2b-2 LI LINY AGF A G AEY GLV
OO LLPOL O 0000000000000 000000 -
ab a7
. 603 613 . f|523 633 f|543 .
hs TMC1-1 | HT F ccC EA R M | ™™
hs TMC1-2 | HT F ccC EA R M | ™™
mm TMC1-1 | HT F cC EA R M I ™™
mm TMC1-2 | HT F ccC EA R M I ™™
drTmec1-1 ALNL HV L ccC QE G AM | TL
drTmec1-2 ALNL HV L ccC QE G AM | TL
hs TMC2-1 v LT F SS HE R L v LL
hs TMC2-2 v LT F SS HE R L v LL
mm TMC2 \Y LT F SS HE R L \ LL
dr Tmc2a \Y LS Y AlC HE K L | LL
ar Tme2b-1 Vv LS Y AlC HE R L \ LM
dr Tme2b-2 \Y LS Y AlC HE R L \ LM
ROOLLLOLOLLLOOLPOOIOI 0000000000000 000000070
a8 a9
653 663 673 6;83 . 6;93 703
hs TMC1-1 LY MV N FE LEHDFPISWMAK I LRQLS VIEA
hs TMC1-2 LY MV N FE LEHDFPISWMAK I LRQLS VIILA
mm TMC1-1 LY MV N FE LEHDFPISWMAK I LRQLS VIILA
mm TMC1-2 LY MV N FE LEHDFPISWMAKI LRQLS VIEA
arTmct1-1  IXTHHV PRMFD LETDFPAWFSKVESYAS VLP
arTmc1-2 IXTV PRMFD LETDFPAWFSKVESYAS VLP
hs TMC2-1 AXYTIM N YD | ENDFPITFLGKIFAFLA | FH P
hs TMC2-2 AXYTIM N YD I ENDFPITFLGKIFAFLA I FEP
mm TMC2 AYTVM N YD | ENDFEPKFLGKIFAFLA I FEP
adr Tmc2a VX TIM E FD IDLDLPAFMGTLFEGYVA VIES
arTmc2b-1 1Y S[IM DKMY D | DKDLPIP FMADI FSYAS S
arTmc2b-2 1¥S DKMY D | DKIDLPIP FMADI FESYAS IS
POOO P 00000000000 - 0000000000 vve
a9 a0
. 712 722 732 . 742 745 .
hs TMC1-1 V| VMV - ATAKGQKAANLDJEK MKMQA LENKMR - -NKKMA- - - - -
hs TMC1-2 V| LVMV - ATAKGQKAANLDILKKKMKMQA LENKMR - -NKKMA- - - - -
mmTMC1-1 V| LVMV - i ATAKGQKAANLDILKKKMKQQALENKMR - -NKKMA- - - - -
mmTMC1-2 NV I VMV -ET ATAKGQKAANLDEK MKQQALENKMR--NKKMA-----
drTme1-1  FLELLV- QSTSKTYKRVNMELK LOQAQNEENKKK--NKLAALKAAS
drTmec1-2 FLIELLV- QSTSKTYKRVINMELK LOQAQNEENKKK--NKLAALKAAS
hs TMC2-1 Al F- SVSKSLSRANAQLR IQVLREVEKSH--KSVKGKATAR
hsTMC2-2 Al F- SVSKSLSRANAQILRKK IQVLREVEKSH--KSVKGKATAR
mm TMC2 Al F- SVSKSLSRANAQILRKK IQALREVEKNH--KSIKGKAIVT
drTmc2a AV V- SVSEAYKNSNNELKKKMQMARDEEKNRRNNKDSTNQVMK
adr Tme2b-1 VV VW AV SIAYQNS LEILEKRKMQMQRDEEKNRRNNKDSTNQVMK
drTmec2b-2 VV V- AVSKAYQNSNL EEKRKMQMQRDEEKNRRNNKDSTNQVMK
OOV VVOVOVVP0OV V0000202000002 02000002000000000000000200000770
a10
1 | 1 | 7?0 | 7q0
ASTMC1-1 - - — - - - - - - - - - - - - - - - — - AARAAAAAGRQ--------—-—---—-—-—-———-----
ASTMC1-2 - - - - — - - - — - - - — - - —— - - AARAAAAAGRQ--------—-—---——-———--—---
mmTMC1-1 - - — — - = = — - - - - — - -~~~ -~ AARAAAAAGGQ--------——-—-———~——— -~ - -~
mmTMC1-2 - - — = — = = — - - oo~ AARAAAAAGGQ----—- -~~~ ==~ =~~~ ~— -
arTmc1-1 DLE-------—————————— QARKAGEQRRNS I S-—-- oo oo oo DLGV
arTmec1-2 DLE------—-————————— QARKAGEQRRNS I S-----cooooo oo DLGV
hsTMC2-1 DSEDTPKS------------ SSKNATQLQLTKEETTPPSASQSQAMDKKAQGP
hsTMC2-2 DSEDTPKS------------ SSKNATQLQLTKEETTPPSASQSQAMDKKAQGP
mm TMC2 YSEDTIKN------------ SSKNATQIHLTKEEPTSHSSSQIQTLDKKAQGP
orTmc2a DLEDLLPNRPPTPPSPRENIAEKNQGQGGKSAKV--KPGTAG-------~-- GV
ar Tmc2b-1 DLEDLLPNKSLIPPPSVEE—TEKPIEQPSKSSKVTGKPGAAAS ------ GKGV
orTmc2b-2 DLEDLLPNKSLIPPPSVEE-TEKPAEQPSKSSKVTGKPGAAAS- - - - -~ GKGV
OOV LLOLOLIPOOLLOPLEPPPOL PP 2O s
a0
AS TMCT-1 = — = = = = & — — & o o e e oo — -
AS TMCT1-2 = = = = - = o o o e e e e e e e e e e — e — o
mm TMC1-1 = = = = = = — e e e e e e e e e e — e — — ————— - — - o
mm TMC1-2 = = = = = — — e e e e e e e e e e e e e e e e e e e e — e ——— - - - o
arTmc1-1 NEENPESHVSSSHTSRPPASR--GHTSSGHLPGHPQQPQKN---------- SK
drTmc1-2 NEENPESHVSSSHTSRPPASR--GHTSSGHLPGHPQQPQKN---------- SK
hsTMC2-1 GTSNSASRTTLPASGHLPISRPPG---1GPDSGHAPSQTHPWRSASGKSAQRP
hsTMC2-2 GTSNSASRTTLPASGHLPISRPPG---1GPDSGHAPSQTHPWRSASGKSAQRP
mm TMC2 HTSSTEGGASPSTSWHHVGSQPPRGRR---DSGQPQSQTYTGRSPSGKRTQRP
drTmc2a HLQKDVSLASANPNARGPVTRAPGPRGPGPLPGQP------- GAGRGQGPPPR
drTmc2b-1 HVQKDVSLAAANP--RAPVTRAPGPRQPGPLPGNPRGPPPGQGMGRGRGGPPP
drTmec2b-2 HVQKDVSLAAANP--RAPVTRAPGPRQPGPLPGNPRGPPPGQGMGRGRGGPPP
hs TMC1-1 - - TMC sequence alignment. Protein sequences correspond to: hs TMC1-1
hs TMC1-2 - - (NCBI ID: NP_619636.2), hs TMC1-2 (NCBI ID: XP_016869745.1), mm
mmTMC1-1 - - TMC1-1 (NCBI ID: NP_083229.1), mm TMC1-2 (NCBI ID: XP_036017315.1),
mm TMC1-2 - - dr Tmc1-1 (NCBI ID: NP_001299610.1), dr Tmc1-2 (NCBI ID:
drtmect-1 - KR XP_021331962.1), hs TMC2-1 (NCBI ID: NP_542789.2), hs TMC2-2 (NCBI ID:
PSS, XP_005260717.1), mm TMC2 (NCBI ID: NP_619596.1), dr Tmc2a (NCBI ID:
hs TMC2-2 P H NP_001289166.1), dr Tmc2b-1 (NCBI ID: NP_001289152.1), and dr Tmc2b-2
mm TMC2 HN (NCBI'ID: XP_017211636.1). Secondary structures underneath the sequences
dr Tme2a RQ are based on AF2 models of hs TMC1. Interface residues between TMC-NT/IL1
adrTmc2b-1 RR and CIB proteins were based on our AF2 model (for NT) and on Liang et al.
dr Tme2b-2 (blue brackets).
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