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Figure S1. Amino acid sequences of N1L(AQ)12NR3 domains and motifs. 

 

 



 

Figure S2. (A) Sequence comparison of MaSp NRN and NRC (B) domains of different spider 

species. AtMaSp2: Argiope trifasciata MaSp2 (NRN sequence: DQ059136, NRC sequence: 

AF350266), CmMaSp1s: Cyrtophora moluccensis MaSp1s (AGQ04592), EaMaSp1: 

Euprosthenops australis MaSp1 (AM259067), LgMaSp1: Latrodectus geometricus MaSp1 

(NRN sequence: DQ059133S1, NRC sequence: DQ059133S2), LhMaSp1: Latrodectus 

hesperus MaSp1 (EF595246), LhMaSp2: L. hesperus MaSp2 (EF595245), NiMaSp2: 

Nepenthes inaurata madagascariensis MaSp2 (NRN sequence: DQ059135, NRC sequence: 

AF350278). Consensus symbols indicate positions with fully conserved residues (*) and 

conservations between groups of strongly similar (:) and weakly similar (.) properties. 

 

 



 

Figure S3. Coomassie stained SDS-gel analysis of eMaSp1s (purity >95%, determined using 

densitometry), N1L(AQ)12NR3 and a resolved wet-spun blend fiber made of both proteins 

(eMaSp1s: 42.7 kDa, N1L(AQ)12NR3: 87.7 kDa). 

 

 

 

 

 

 

 

 

 

 

 



        10         20         30         40         50         60 

ISSSLDSAGA SAAQTVRING YGQIEAEAAA AAAAGSGVAR RGGYGQDETG ARNSAAIATA 

        70         80         90        100        110        120 

AAAAGAGGAG RIGYGQRGAG TGDSPAATVA TVAGVGGAGR GGYDQGRSGA TVAAATAGRG 

       130        140        150        160        170        180 

GYYQGGAGLG DAAAATGAGR AERGGYGEGG AAAGNAATAA AGEQGGYGGQ GLSGSYGGQQ 

       190   

GAAALASAAA T 

 

Figure S4. Sequence and secondary structure prediction of the eMaSp1s core domain. 

Prediction based on the method of Chou and Fasman,1 typically used for analyzing soluble 

proteins. 
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