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Figure S1 Molecular mass calculations for the monomer and dimer populations of LvTrx wild type
were 13 kDa and 26 kDa, respectively. Additionally, the SAXS correlation functions of all the LvTrx
mutants are analyzed here. The molecular weight was calculated with the SAXS MoW webserver
http://saxs.ifsc.usp.br/ (Fischer et al., 2010).

Size distribution by volume

In the absence of DTT

LvTIrx (Monomer/Dimer)
Trp-31-Ala (Monomer/Dimer)

@ Asp-60-Ser (Dimer)
Ala-66-Arg (Monomer/Dimer)
Cys-73-Ser (Monomer)

Volume (%)

Met-74-Glu (Monomer/Dimer)

0.1 1 Size@®gnm) 10 100

Figure S2 DLS results for all mutants and the LvTrx wild type were analyzed under the absence and

the presence condition of DTT.


http://saxs.ifsc.usp.br/

19

20
21
22
23

24

Acta Cryst. (2017). D73, do0i:10.1107/S2059798317002066 Supporting information, sup-2

1 20 30 40
A

10 50
TrxR_LvTrx %EPMINK'QHNYDYDFIVIGGGSGGLAASKEAANLG ODFVIMPTPIMGTHWGLG
TrxR_Rat MNDSKDEIPK SpgoF'|s]Lpq T pgefelelfeled . VAN S F VK F D KEQUMY LI RY T 94 L (epyR | {ea e

60 70 80 90 100 110
be25 W A% S IIG TCVNVGC IPKKLMHQAANLGH JeF[ERE TPEECRTRS EHONHIGSL
TrxR_Rat GTCVNVGCIPKKLMHQAAMLG} RIMNYG WESHISIE VI H WK MWESIIONH IGS L

120 130 140 150 160
o2 WAL P2 INWG Y RVALREKK VI YN A YES Flidal 5 il Sa sl B G K E K #RSRI B T ATGERPRY |2
TrxR_Rat NWGYRVALREKKVIYBNA v r HES s FHTPS SN Gk E K ISYEISF M 1 ATGIBRP R Y|
170 180 190 200 210 220
22 BB A S TP GRIKEYC IS DDHF SLPERNP GK T LAGAS YA LECAGF LAGGHDHWTVMVRS I L
TrxR_Rat € 1PGIRKEYCIESDDMFSLPMer GKTLEMGAS YA LECAGF LAGMGHMDMTVMVRS I L

230 240 250 260 270

TrxR_LvTrx RS0 DGy GKFIR EQIEGTPGLKV Q. EcBRI T
TrxR_Rat LRGFDQPIMANK I GPRIMEREIGHKF I ROIJVPISIME Q I EJNG TP GEIL K VIIAEEHEIE E jis

280 290 300 310 320 330
TrxR_LvTrx . GEYEEN ! (L ERNeEEoG NEs N Bic x 1 MVINE E OBV Pl 1 Y AfG DS
TrxR_Rat IV N T GRDEIC TESS PENPNTS K NG K T IS VERE E QRN V P I I Y ANG DR

340 350 360 370 380
32N WAL SN GELELTP VAT QAGHL LARIR LEEN I ENID Y[ENVP TTVF TP LEYGCCGLSEELAREN
TrxR_Rat EGIMLELTPVAIQAGHLLANR LIl BaiieD YPINVP TTVF TP LEYGCCGLSEENAND
390 400 a10 420 430 440
TrxR_LvTrx Djp (UNe P LERT VESIRIZAN] Y C L DNERVVGFHVLGPNAGE
TrxR_Rat EN SIF|F|WERR A WERYP SEID NIZJK B CBRIDNERVVGFHVLGPNAGE
450 460 470 480 490

TrxR_LvTrx | SIG LNﬁKKEDFDELIGIHPTD NFTTWSVTKSSGK VISAQ s
TrxR_Rat vV ALA (SR KEOMDE I G I HPMOAENMF T TS VT KIS GED NS G C[i&

Figure S3 Sequence alignment showed that shrimp thioredoxin reductase (Ghaffari et al., 2014) and
rat thioredoxin reductase (rat-Uniprot entry O89049) share 64 % identity of their sequences,
suggesting that rat TrxR can also reduce LvTrx. The figure was made using the ESPript 3.0 webserver
http://espript.ibcp.fr/ESPript/cgi-bin/ESPript.cgi (Robert & Gouet, 2014).
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