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————————————————————— MVAATVAAAWLLLWAAACAQQEQDEYDFKAVNIRGKLVS
—————————————————————— MVAAVATAWLLLWAAACAQSEQDFYDFKAVNIRGKLVS
DPEGSVEHKPSSSFPKVFLIPLAMLLAITALLLLAFSATQQKETDEYTFKVVNIRGKLVS
————————————————————— MGMFLR-AFTLIILLCLLEAKQKDEFYTFKVVNSRGRLVS
DPLK-VKKKPGYRPS—————-— TGGLQPGEIVYEDVTPTTDEPEKDEYMESVTDIKGKTVS
————————————— MEQVFF--—-————-LSLFCLICGALASSGTETFYSLSAKDITGKMIG
———KSALFRNGLSLQSENF--NGVLIKSR---SFGVYARAATERSLYDETVKDIDGKDVP
———————————————————————————————————————— QQEQDEFYDFKAVNIRGKLVS
' '
LEKYRGSVSLVVNVASECGFTDOHYRALOQLORDLGPH-HENVLAFPCNQFGQQOEPDSNK
LEKYRGSVSLVVNVASECGFTDONYRALOQLORDLGPH-HENVLAFPCNOQFGOQEPDTNR
LEKYRGSVSLVVNVASECGFTDSHYKALQOLOKDLGPY-HENVLAFPCNQFEGQOOEPDTNK
LEKYRGSVSLAVNVASECGYTDEHYKDLOQLOKDFGPF-HENVLAFPCNQFGOOEPGSDK
LEEYRGMVTLVVNVASECGYTDSHYKALVKLONTLAPSGKETVLAFPCNOQFGAQEPKDEP
FERYSGKIVLVVNVASECGYTDYNYIQLNQLOLRYGEE-SLAILAFPCNQFGAQEPAKDS
LSKFKGKVLLVVNVASRCGLTSSNYSELSHLYEKYKPQ-GFEILAFPCNQFGGQEPGSNG
LEKYRGSVSLVVNVASECGFTDQHYRALOQLORDLGPH-HENVLAFPCNOQFGOOEPDSNR
‘
EIESFARRTYSVSEPMFSKIAVTGTGAHPAFKYLAQ-TS——-GKEPTWNEWKYLVAPDGK
EIENFARRTYSVSFPMESKIAVTGTGAHPAFKYLTQ-TS——-GKEPTWNFWKYLVDPDGK
EIESFARKTYGASFPMESKVAVSGAGAIPAFKYLID-ST---GEEPTWNEWKYLVDPNGK
EIDSEFVRRVYGVSFPIFSKIAVVGIGANNAYKYLVE-AS——--RKEPTWNEWKYLIDTDGK
SIEKFAKEKYGVNEFPMFSKINVVEKDIPEAWKFLED-FS——--RLVPNWNFWKYLINPSGH
EINSMIRYKYKPQFPLFSKVNVTGESQSEVYRFLINSTN---GLEPKWNEFCKYLLDRDGL
EIKQFACTRFKAEFPIFDKVDVNGPSTAPVYQFLKSSAGGFLGDI IKWNFEKFLVDKNGK
EIESFARRTYSVSFPMFSKVAVTGTGAHPAFKYLTE-TS——-GKEPTWNFWKYLVAPDGK

VVGAWDPTVSVEEVRPQITALVRKLILL—————- KREDL 187
VVGAWDPTVPVAEIKPRITEQVMKLILR—————— KREDL 186
VVKAWDSTVSVEEIRPHVTELVRKIILK-————— KKDEL 210
VVDAWGPEVSVKEIRPRITEMVRKLIIK-————-— RKEEL 186
VIATWGPWIPVEDVIEQITEAVHAAADDLVVSDTIHEEL 246
VVQFFDQGKTFDKIYDSIDGLLYRKR-————————— REL 184
BMERYPPTTSPFQIEKDIQKLVA-——————==——————— 240
VVGAWDPTVSVEEIRPQITALVRKLILK-————-— KREDL 168
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Figure S1. Sequence alignment of the candidate GPx7 proteins. The alignment was obtained

using ClustalW and manually edited. Amino acids whose identify threshold is above 80% are

shaded in gray. Cysteines are highlighted in yellow, signal peptide is underlined in red, dimer

interface is underlined in black, arrows point at catalytic residues determined from Conserved

Domain Database (https://www.ncbi.nlm.nih.gov/Structure/cdd/cdd.shtml) and the classical C-

terminal ER retention signal sequence KDEL for lumen bound proteins is underlined in green.


https://www.ncbi.nlm.nih.gov/Structure/cdd/cdd.shtml

Table S1. Primers used in construction of plasmids.

Name Sequence (5’ to 3°)
NK1012-flag-r caagcttgGTCGACTTActtgtcatcgtcatccttgtaatcgatgtcatyg
NK1013-c-f GAAAAAACGTGAAGACCTGgactacaaagaccatgacggtgattataaagat

NK1014-pxb-f

CTGGTTGCGGCGgactacaaagaccatgacggtgattataaagat

NK1015-aqu-f

GCGCCGTGAACTGgactacaaagaccatgacggtgattataaagat

NK1016-lak-f

CATTCACGAGGAGCTGgactacaaagaccatgacggtgattataaagat

NK1017-dre-f

CGCAAGGAAGAGCTGgactacaaagaccatgacggtgattataaagat

NK1018-gga-f

CCTGAAGAAGAAAGATGAACTGgactacaaagaccatgacggtgattataaagat

NK1019-mmu-f

GTAAGCGTGAAGACCTGgactacaaagaccatgacggtgattataaagat

NK1020-has-f

GAAACGTGAGGACCTGgactacaaagaccatgacggtgattataaagat

5’-nsGpx7 (Ncol)

ggtCCATGGccCAGCAGGAGCAGGACTTC

3’-nsGpx7 (HindlIl)

ggtAAGCTTATAAGTCTTCTCGCTTCAGTAG

Table S2. Construction of plasmids used in this study.

Plasmid Template Primer pair Cloning method

pACYC Duet - PDI-hsa Gpx7 - Flag pACYC Duet - PDI-hsa Gpx7*

NK1012-FLAG-r
NK1020-has-f

pACYC Duet - PDI-mmu Gpx7 - Flag | pACYC Duet - PDI-mmu Gpx7*

NK1012-FLAG-r
NK1019-mmu-f

pACYC Duet - PDI-lak Gpx7 - Flag pACYC Duet - PDI-lak Gpx7*

NK1012-FLAG-r
NK1016-lak-f

NK1012-FLAG-r

pACYC Duet - PDI-aqu Gpx7 - Flag

pPACYC Duet - PDI-aqu Gpx7*

NK1015-aqu-f

pACYC Duet - PDI-dre Gpx7 - Flag

pACYC Duet - PDI-dre Gpx7*

NK1012-FLAG-r
NK1017-dre-f

pACYC Duet - cPDI-Gpx7 - Flag

pACYC Duet - cPDI-Gpx7*

NK1012-FLAG-r
NK1013-c-f

pACYC Duet - PDI-gga Gpx7 - Flag

pPACYC Duet - PDI-gga Gpx7*

NK1012-FLAG-r
NK1018-gga-f

pACYC Duet - PDI-pxb Gpx7 - Flag

pACYC Duet - PDI-pxb Gpx7*

NK1012-FLAG-r
NK1014-pxb-f
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