Supplemental Figure 1 Schépp et al.

HSTEX15 27 IVNP LKK KIR TAEIVYLSPCYTN YSFIHDTENQCR VNCDLQSLWQFGDTK 88
MmTEX15 28 [BASAGKK KIRRTTEKVYLSSCYTNT YGFIHGTEKQCR SCDLQFTWQFGETK| 89

DrTex15 22 GT LALKN KRTSGEVLLECCSEE DYSLIQTKWEKDFK| TRKDQANAWVWKEIC 83
HSTASOR 93 [ERP VRR S SRIEK- IA FQPLTPG FEDVVNIEHSSYBEPTSV- - TNFNYRRAC 151
MmTASOR 88 [ERP FRR S SREK- KALFQPLTPG FEDVLNIEBHSSYBEPSSV- - TYFENYRRAC|EI 146
DrTasora 59 [EKQPRLN SRIEK- RALFQTVSPD FSDILQIEBTSSYKDSSST- - GMFVY SKPR 117
DrTasorb 86 [EELPRKN IKER- .G FQHLPP E FEDVVKLESTFY ATSR- - ATENYTKAS[EI 144
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Conservation
HSTEX15 89 N MR E S[@RHCR QFCElALPQ sDNAQlYON ISTRAITLKI 150
MmTEX15 90 Q MR EG/GRH SR HEC/ELALPQADMMDYVYQN TSP LRI 151
Difex15 84 K MR AKGRHGR RECEHAATDOMTTQIYQH STTQHA 145
HSTASOR 152 E LK FDGR/LDK SYABREIMVDR YQNOQ T ICEK KITI 213
MmTASOR 147 E LKFDGR/LDK SYABLMVDR YQMQ SICEK KITV 208
DiTasora 118 D LKQDGR|T DK TECELLCDAQKMS VVCEK WM SM 179
DfTasorb 145 E LKQNGRIT EA SYAEELP DRNKMHFICEK RINN SA 206

IMMFRHVBIALNYSHSQSITVESTIL

HSTEX15 151 L QP SVDK- - - - - - - NKV S SP N 205
MmTEX15 152 L CRHV IALSHACSRSV.VESIM QP SMDK- - - - - - - NKV S SPN 206

DrTex15 146 Y| FKHVBVALKSACTS- - - AKKLF APCLDW- - - - - - - NIKT - VA 196
HSTASOR 214 M SRYADLLQANPL- DTGAMGDV YV YDPMGVKSLESMLNKS A K 274
MmTASOR 209 M| CRYADLLQANPL- EAGAVGDVYV YDPLSVKSLESML SKNA K 269
DrTasora 180 K| CQFSPLLQINPF- EPGAAGEII SVHDCISR-- YPDNRTSRGI K 238
DrTasorb 207 K SKYSBLLQMNP F- EVGAAGEIIL I.E —————————— NIP.NT E LK 257
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HSTEX15 206 PSLKDT I ELQMY s SAV--SVLSKPVDK QCL TVKFLGSKVDNG 266
MmTEX15 207 PSLKDTIELQAYNSMV- DYFSRP VDKPRQCL TVKCIGQKAGNG 267
DiTex15 197 ASHRDTLHQQILGSAV- FLEDENEKQELNE QCL FVPVSSAIQ- - 255
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Supplemental Figure | Alignment between TEX15 and TASOR DUF3715 domain protein sequences.
Multiple sequence alignment of the DUF3715 domain of TEX15 and TASOR in human (Hs), mouse (Mm) and
zebrafish (Dr). Degree of conservation and sequence identity indicated by bar chart and colour respectively.
Amino acids corresponding to the domain and models as indicated.



