
Figure S1.  cDNA Sequences of Piriform Silk Proteins. 
	
  
A.	
  A.	
  trifasciata	
  Piriform:	
  
 
      A  P  L  P  A  P  A  P  R  P  R  P  A  P  A  P  R  P  A  P   
3     gctccattgcctgctccggctccgagacccagaccagcacccgctccgcgaccagcgcca  62 
      V  Y  A  P  A  P  V  V  S  Q  I  Q  A  F  T  S  N  R  G  S   
63    gtttatgctccagctccagttgtttcgcaaattcaggcatttacatcgaatcgaggttcc  122 
      T  Q  Q  N  S  F  A  Q  Q  S  S  V  A  Q  Q  S  S  V  A  Q   
123   actcaacagaattcctttgcacagcaatcatctgttgcacagcagtcatctgttgcacag  182 
      Q  S  S  V  A  Q  Q  S  S  V  A  Q  Q  S  S  T  A  Q  Q  S   
183   caatcatctgttgcacagcaatcatctgttgcacagcaatcatctactgcacagcaatca  242 
      S  V  A  Q  Q  S  A  V  A  Q  S  Q  Q  S  S  Y  A  A  A  S   
243   tccgttgctcaacagtcagcagttgcccaatcgcaacaaagttcctacgccgctgcgtct  302 
      S  G  G  S  S  A  S  Q  S  Q  A  T  V  S  S  A  P  V  Y  F   
303   tctggtggttcgagtgcgtcgcagtcacaagctactgtctcaagcgccccagtatatttc  362 
      N  S  Q  I  L  T  N  N  L  A  S  S  L  Q  S  L  S  G  L  N   
363   aactcgcaaattttgacaaataacctggcttcatctctgcaatcactgagtggccttaat  422 
      Y  V  S  S  G  Q  L  S  S  S  D  V  A  S  I  V  A  E  A  V   
423   tacgtatcaagtggtcagttgagttcctcggacgtcgcttccattgtcgcggaagctgta  482 
      S  Q  S  L  G  V  S  Q  G  S  V  Q  N  I  I  S  Q  R  L  N   
483   tcccagtccctcggagtgtcacaagggtcagttcaaaatattataagccaaagattgaac  542 
      G  I  G  P  G  A  S  P  S  S  V  S  A  A  I  A  N  A  V  S   
543   ggcataggccctggagcttccccatcatcagtctcagcagcgatagcaaatgcagtatct  602 
      S  A  V  Q  G  S  A  S  A  A  P  G  Q  E  Q  S  I  A  Q  S   
603   tcggcagttcaaggatcagcctctgcagctcccggacaggaacaatcgattgcgcaaagt  662 
      M  S  S  A  I  S  S  A  F  Q  Q  I  I  S  Q  R  T  A  V  A   
663   atgtcttcagctatttcctcagctttccaacaaattatttcgcagagaacagcagtggct  722 
      P  A  P  S  T  L  P  S  P  L  P  A  P  R  P  R  P  A  P  A   
723   cccgctcctagcaccctaccatctcctcttcctgctccgagaccgagaccagcgccagct  782 
      L  Q  P  G  P  V  Y  A  P  A  L  A  Y  A  P  A  P  V  Y  A   
783   ctacaaccagggccagtttatgcaccagcacttgcgtatgcaccagcgccagtttatgcc  842 
      P  A  P  V  V  S  Q  F  H  S  S  A  S  T  E  A  T  A  E  Q   
843   ccagctccagttgtttcgcagtttcattcatctgcttctactgaagccacagctgaacag  902 
      N  S  F  V  Q  T  S  L  A  Q  S  Q  P  G  S  Y  S  S  Q  S   
903   aattcctttgtacagacgtcacttgcccaatcgcaaccaggctcctattcgtcacaatca  962 
      N  A  L  S  S  N  S  G  Q  Q  A  S  V  A  R  S  Q  S  S  G   
963   aatgctctgtcttcaaattcaggtcaacaggcaagtgtagctcgttctcagtctagcgga 1022 
      S  S  F  S  S  G  S  S  S  D  F  G  S  S  S  S  S  G  A  F   
1023  tcttccttttctagcggatcgtcttcagatttcgggtcttcttcgtcttctggtgcgttt 1082 
      S  T  A  S  S  P  V  S  Y  A  P  A  T  I  S  S  S  S  S  V   
1083  tcaactgccagcagccccgtgtcctatgctccagcaacaatcagcagctcttcgtctgtt 1142 
      A  A  S  S  F  S  S  G  S  S  S  G  F  S  S  S  A  S  G  S   
1143  gcggcctcatcgttttcgagtggatcttcctcaggttttagctcttctgcttctggatca 1202 
      A  L  A  A  S  A  A  Q  Q  L  L  S  P  A  A  N  Q  R  I  A   
1203  gcattggccgcttccgctgcccagcagcttttgtcacctgcagcgaatcagaggattgca 1262 
      A  L  S  N  T  L  K  S  A  V  S  G  G  R  V  N  Y  G  A  L   
1263  gcactgtccaatactttgaagtctgctgtgtcaggaggacgcgtcaattacggggctctt 1322 
      S  N  S  L  A  S  A  A  S  Q  I  Q  S  S  S  R  L  S  K  N   
1323  tcgaattctcttgcgagcgctgcaagtcaaatacaaagttcctccagattatcaaaaaac 1382 
      E  V  L  V  E  V  L  L  E  T  L  A  A  L  L  D  S  L  S  I   
1383  gaagtcctagtcgaggttctcttggaaactttggccgctttgttggattccctttcaatt 1442 
      S  G  S  S  S  S  Q  F  A  Q  A  V  L  Q  A  F  A  * 
1443  tctggatcatccagctctcaattcgcacaagcagtgctacaagcatttgcctagatttcg 1502 
1503  ctcctttactctggaaaaccacagcaaaaataatatgaaattttaattgtatctttattt 1562 
1563  gttatatattgtatctgattttgggtaatggtaataaaaatttaatgaaagcataaaaaa 1622 
1623  aaaaaaa  1629 



B.	
  	
  N.	
  cruentata	
  Piriform: 
 
      A  P  R  P  L  P  A  P  A  P  R  P  L  P  A  P  A  P  R  P   
2     gctcctcgtcctctaccagctcctgctcctcgtcctctaccagctcctgctcctcgtccc   61 
      L  P  A  P  L  P  A  P  L  P  R  P  R  P  A  P  I  V  S  Q   
62    ctaccagcacctttgccagctcctcttccaagaccacgcccagcacccatagtttctcaa  121 
      V  Q  Q  A  S  A  L  Q  A  Q  S  Q  Q  S  A  F  A  Q  S  Q   
122   gtgcaacaggcatccgctctacaggcacagtcacaacagtctgcttttgctcaatcccaa  181 
      Q  S  S  I  A  Q  S  Q  Q  A  S  V  A  Q  S  Q  R  A  S  V   
182   caatcgtccattgcacaatctcagcaagcctctgtcgcccaatcccaacgagcctccgtc  241 
      S  Q  S  Q  Q  S  S  N  A  F  S  S  A  A  S  F  G  A  S  S   
242   tctcaatcccagcaatctagtaatgcgttttcttctgcagcatcatttggagcttctagc  301 
      V  A  S  S  A  S  T  Y  F  N  S  G  I  V  Q  S  S  I  A  S   
302   gtagcatccagtgcttcgacttactttaattcgggaatagtacaaagtagcatcgcgtcg  361 
      S  L  Q  S  S  S  A  L  S  S  I  A  Y  G  Q  T  T  A  S  I   
362   tcgttgcagtcttccagtgctctcagttccattgcctacggccagacaaccgcttctatc  421 
      N  D  I  A  S  A  V  A  G  S  I  A  N  S  I  G  L  S  Q  Q   
422   aacgatatagcatcggcagtcgctggcagcattgcaaattcaatcggactctcgcaacaa  481 
      T  V  Q  S  I  I  S  Q  Q  L  A  S  A  G  S  G  A  S  A  Q   
482   accgttcaaagtattattagtcaacaactagccagtgcaggatccggagcatctgctcaa  541 
      T  L  A  S  L  I  S  S  A  V  S  S  L  V  Q  Q  S  G  S  V   
542   acattggcttcattgatatccagcgcagtttcctccttggttcaacaatctggatcggta  601 
      S  A  G  Q  E  Q  S  I  S  Q  A  L  S  S  S  I  S  S  S  L   
602   tcagccggacaagaacagagtatttcgcaagcactttccagttctatctcgagttctttg  661 
      N  Q  L  V  A  A  R  P  L  P  A  P  A  P  R  P  L  P  A  P   
662   aatcaattggtagctgcaagacctctaccagctcctgctcctcgtcccctaccagcacct  721 
      L  P  A  P  L  P  R  P  R  P  A  P  I  V  S  Q  V  Q  Q  A   
722   ttgcctgctcctcttccaagaccacgcccagcacccatagtttctcaagtgcagcaggca  781 
      S  A  L  Q  A  Q  S  Q  Q  S  A  F  A  Q  S  Q  Q  S  S  I   
782   tccgctctacaggcacagtcacaacagtctgcttttgctcaatcccaacagtcgtccatt  841 
      A  Q  S  Q  Q  A  S  V  A  Q  S  Q  Q  S  S  I  S  Q  S  Q   
842   gcacagtctcagcaagcctctgtcgcccaatcccaacaatcctccatctcccaatcccaa  901 
      Q  A  S  V  S  Q  S  Q  Q  S  S  N  A  F  S  S  A  A  S  S   
902   caagcctccgtctctcaatcccagcaatctagtaatgcgttttcttctgcagcatcttct  961 
      G  A  S  S  V  A  S  S  A  S  T  Y  F  N  S  G  I  V  Q  S   
962   ggagcttctagcgtagcatccagtgcttcgacttacttcaattcgggcatagtacaaagc 1021 
      S  I  A  S  S  L  Q  S  S  S  A  L  S  S  I  A  Y  G  Q  T   
1022  agcatcgcgtcgtcgttgcagtcttccagtgctctcagttccattgcctacggccagaca 1081 
      T  A  S  I  S  D  I  A  S  A  V  A  G  S  I  A  N  S  I  G   
1082  accgcttctatcagcgatatagcatcggcagtcgctggcagcattgcaaattcaatcgga 1141 
      L  S  Q  Q  T  V  Q  S  V  I  S  Q  Q  L  A  S  A  G  S  G   
1142  ctctcgcaacaaaccgttcaaagtgttattagtcaacaactagccagtgcaggatccgga 1201 
      A  S  A  Q  T  L  A  S  L  I  S  S  A  V  S  S  L  V  Q  Q   
1202  gcatctgctcaaacattggcttcattgatatccagcgcagtttcctccttggttcaacaa 1261 
      S  G  S  V  S  A  G  Q  E  Q  S  I  S  Q  A  L  S  S  S  I   
1262  tctggatcggtatcagccggacaagaacagagtatttcgcaagcactttccagttctatc 1321 
      S  S  S  L  N  Q  L  V  A  A  R  P  L  P  A  P  A  P  R  P   
1322  tcgagttctttgaatcagttggtagccgcaagacctctaccagcccctgctcctcgtccc 1381 
      L  P  A  P  L  P  A  P  L  S  R  P  R  P  V  P  V  Q  R  P   
1382  ctaccagcacctttaccagctcctctttcaagacctcgaccagttccagtccaaagacct 1441 
      Q  P  V  F  S  P  S  P  A  P  A  Y  A  P  A  P  F  T  Q  Q   
1442  caacccgtattttcacccagtcccgctcctgcctatgctcctgccccattcactcagcag 1501 
      S  T  F  A  Q  S  Q  Q  A  S  L  A  Q  S  Q  Q  Q  A  S  I   
1502  tcgacttttgctcagtctcaacaagcttctcttgctcaatctcaacaacaagcatctatc 1561 
      A  R  S  Q  Q  A  S  L  A  Q  S  Q  Q  S  A  F  A  Q  S  Q   
1562  gctcgatcccaacaagcgtctctagcgcaatctcaacaatcggcttttgctcaatcccaa 1621 
      Q  V  A  T  A  Q  S  Q  Q  S  S  G  G  F  S  T  S  S  T  G   
1622  caagtagctacagcacaatctcagcaatcttctggtggattctccacatcatctactgga 1681 



      A  S  Q  I  S  S  S  A  I  S  T  S  S  G  S  A  L  A  N  S   
1682  gcttctcaaatcagttcttcagccataagtacttcttcgggatctgcattggctaattcc 1741 
      A  Q  Q  L  T  S  P  A  A  S  Q  R  I  S  Q  L  S  N  S  L   
1742  gcacaacaactcacatcacctgcagcctctcaaagaatatctcagttatccaattcccta 1801 
      A  S  A  V  S  G  G  Q  V  N  Y  A  A  L  S  N  S  I  A  S   
1802  gcatctgcagtttctggtggacaggtcaactatgcagccttatctaattctattgctagt 1861 
      A  A  S  Q  I  G  G  G  S  G  L  S  K  T  E  V  L  I  E  T   
1862  gctgcaagtcaaattggaggtggatctggattatccaaaacggaagttctaattgaaact 1921 
      L  L  E  T  L  A  A  L  L  E  S  L  S  L  P  G  S  A  S  G   
1922  ctcttagaaaccctggctgctttattggaatctctttctcttcctggatcagctagtggt 1981 
      G  S  Q  F  A  Q  A  M  L  A  A  L  A  *  
1982  ggaagtcaattcgctcaagcaatgcttgcagctcttgcataaaatgtggttaataacaaa 2041 
2042  taattttgttggaatgcttatgaatatttttaggggaatatatgatatacactttaaatg 2101 
2102  aataatattgtataactttttgttaatgggaaataaaatttattagcaagcatcaaaaaa 2161 
2162  aaaaaaaaaaa  2172 
 



C.	
  N.	
  clavipes	
  piriform:	
  
	
  
      A  P  R  P  L  P  A  P  L  P  A  P  R  P  I  P  A  P  L  P   
1     gctcctcgtccactcccagctcctttgcccgctcctcgtccaatcccagctcctttaccc   60 
      A  P  R  P  I  P  A  P  L  P  R  P  V  P  I  V  S  Q  V  Q   
61    gctcctcgtccaatcccagctcctcttccccgcccagtacccatagtttctcaagtacag  120 
      Q  A  S  I  Q  Q  A  Q  S  S  S  A  Q  S  R  Q  S  S  V  A   
121   caggcatccattcaacaggcacagtcgtcttctgctcagtcccgacaatcgtccgttgct  180 
      Q  Q  A  S  I  S  Q  S  Q  Q  A  S  V  S  Q  S  Q  Q  A  S   
181   cagcaagcctccatctctcaatcccagcaggcttcggtatcccaatcccagcaggcttcg  240 
      V  S  Q  S  Q  Q  A  S  V  S  Q  S  Q  Q  S  S  N  A  Y  S   
241   gtatcccaatcccagcaggcttcagtatcccaatctcagcagtcctctaatgcatattct  300 
      A  A  S  N  A  A  S  S  V  S  Q  A  S  S  D  S  S  Y  F  N   
301   gctgcgtctaatgccgcatccagcgtatctcaagcatcaagcgattcaagttactttaac  360 
      S  Q  V  V  Q  S  A  L  S  S  S  L  Q  S  S  S  A  L  S  S   
361   tcgcaagtagtacagagcgcactctcatcgtccttgcaatcttctagtgctctcagttca  420 
      I  A  Y  G  Q  T  S  A  N  I  N  D  V  A  A  A  V  A  R  S   
421   attgcttacggtcagacctcagccaatataaatgatgtagcagctgcggtcgctagaagc  480 
      V  S  Q  S  L  G  V  S  Q  Q  A  A  Q  S  V  I  S  Q  Q  L   
481   gtttcacaatcccttggagtttcccaacaagccgcacaaagtgtcatcagccaacaacta  540 
      A  S  A  G  S  G  A  S  A  Q  T  L  A  Q  L  I  S  S  A  V   
541   gcaagtgcaggatcgggagcatcggctcaaacattggcgcaattgatatccagcgcagtg  600 
      S  S  L  V  Q  Q  S  G  T  V  S  A  G  Q  E  Q  S  I  S  Q   
601   tcttccttggttcagcaatctggaacggtgtctgccggacaagaacagagtatttcacaa  660 
      S  L  S  S  S  I  L  S  S  L  S  Q  V  V  A  Q  R  P  L  P   
661   tccctttctagttcaatcttgtcttctctcagtcaagtagttgcccagaggccactacca  720 
      V  P  A  P  R  P  L  P  A  P  L  P  A  P  R  P  I  P  A  P   
721   gtacctgctcctcgtccactcccagcacctttgcccgctcctcgtccaatcccagctcct  780 
      L  P  R  P  V  P  I  V  S  Q  V  Q  Q  A  S  I  Q  Q  A  Q   
781   cttccccgcccagtacccatagtttctcaagtacaacaagcatccattcaacaggcacag  840 
      S  S  S  A  Q  S  R  Q  S  S  V  A  Q  Q  A  S  V  S  Q  S   
841   tcgtcttctgctcagtcccgacaatcgtccgttgctcagcaagcctccgtctctcaatcc  900 
      Q  Q  A  S  V  S  Q  S  Q  Q  A  S  V  S  Q  S  Q  Q  S  S   
901   cagcaggcttctgtttcccaatcccagcaggcttcggtctcccaatctcagcagtcctct  960 
      N  A  Y  S  A  A  S  N  A  A  S  S  V  S  Q  V  S  S  A  S   
961   aatgcatattctgctgcgtctaatgccgcatccagcgtatctcaagtatcaagcgcttca 1020 
      S  Y  F  N  S  Q  V  V  Q  S  A  L  S  S  S  L  Q  S  S  S   
1021  agttactttaactcgcaagtagtacagagcgcactctcatcgtccttgcaatcttctagt 1080 
      A  L  S  S  I  A  Y  G  Q  T  S  A  N  I  N  D  V  A  A  A   
1081  gctctcagttcaattgcttacggtcagacctcagccaatataaacgatgtagcagcagcg 1140 
      V  A  R  S  V  S  Q  S  L  G  V  S  Q  Q  A  A  Q  S  V  I   
1141  gtcgctagaagcgtttcacaatcccttggagtttcccaacaagccgcacaaagtgtcatc 1200 
      S  Q  Q  L  S  S  A  G  S  G  A  S  A  Q  T  L  A  Q  L  I   
1201  agccaacaactatcaagtgcaggatcgggagcatcggctcaaacattggcgcaattgata 1260 
      S  S  A  V  S  S  L  V  Q  Q  S  G  T  V  S  A  G  Q  E  Q   
1261  tccagcgcagtgtcttccttggttcagcaatctggaacggtgtctgccggacaagaacag 1320 
      S  I  S  Q  A  L  S  S  S  I  L  S  S  L  S  Q  V  V  S  Q   
1321  agtatttcacaagctctttccagttcaatcttgtcttctctcagtcaagtagtttcccag 1380 
      R  P  L  P  A  P  R  P  A  P  A  P  R  P  L  P  E  P  L  P   
1381  aggcctctaccagcaccacgaccagcacctgctcctcgtccactcccagaacctctgccc 1440 
      A  P  R  P  I  P  A  P  L  P  R  P  V  P  I  V  S  Q  V  Q   
1441  gctcctcgtccaatcccagctcctcttccccgcccagtacccatagtttctcaagtacag 1500 
      Q  A  S  I  Q  Q  A  Q  S  S  S  A  Q  S  R  Q  S  A  V  A   
1501  caggcatccattcaacaggcacagtcgtcttctgctcagtcccgacaatcggccgttgct 1560 
      Q  Q  A  S  V  S  Q  S  Q  Q  A  S  V  S  Q  S  Q  Q  A  S   
1561  cagcaagcctccgtctctcaatcccagcaggcttcggtctcccaatcccagcaggcttcg 1620 
      V  S  Q  S  Q  Q  A  S  L  S  Q  T  Q  Q  A  S  V  S  Q  S   
1621  gtatcccaatcccagcaggcttcgctatcccaaacccagcaggcttcggtatcccaatct 1680 



      Q  Q  S  S  N  A  Y  S  A  A  S  N  A  A  S  S  V  S  Q  A   
1681  cagcagtcttctaatgcatattctgctgcgtctaatgccgcatccagcgtatctcaagca 1740 
      S  S  A  S  S  Y  F  N  S  Q  V  V  Q  S  T  L  S  S  S  L   
1741  tcaagcgcttcaagttactttaactcgcaagtagtacagagtacactctcatcatccttg 1800 
      Q  S  S  S  A  L  S  S  I  A  Y  G  Q  T  S  A  N  I  N  D   
1801  caatcttctagtgctctcagttcaattgcttacggtcagacctcagccaatataaacgat 1860 
      V  A  A  A  V  A  R  S  V  S  Q  S  L  G  V  S  Q  Q  A  A   
1861  gtagcagcagcggtcgctagaagcgtttcacaatcccttggagtttcccaacaagccgca 1920 
      Q  S  V  I  S  Q  Q  L  A  S  A  G  A  G  A  S  A  Q  T  L   
1921  caaagtgtcatcagccaacaactagcaagtgcaggagcaggagcatcggctcaaacattg 1980 
      A  Q  L  I  S  S  A  V  S  S  L  V  Q  Q  S  G  T  V  S  A   
1981  gcacaattgatatccagcgcagtgtcttccttggttcaacaatctggaacggtatctgcc 2040 
      G  Q  E  Q  S  I  S  Q  A  L  S  S  S  I  L  S  S  L  S  Q   
2041  ggacaagaacagagtatttcacaagcactttctagttcaatcttgtcttctctcagtcaa 2100 
      V  V  A  Q  R  P  L  P  V  P  A  P  R  P  L  P  A  P  L  P   
2101  gtagttgcccagaggccactaccagtacctgctcctcgtccactcccagcacctttgccc 2160 
      A  P  R  P  I  P   .  . . . . . . . . . . . . . . . . . . . 
2161  gctcctcgtccaatcccag . . . . . . . . . . . . . . . . . . . .  2179 
      V  I  L  S  S  L  S  Q  V  V  A  Q  R  P  L  P  A  P  R  P   
3001  gtcatcttgtcttctcttagtcaagtagttgcccagagacctctaccagctcctcgtcca 3060 
      L  P  V  P  L  P  R  P  Q  P  A  P  R  P  L  P  A  P  L  P   
3061  ttgccagtaccccttccaagaccccagcctgctcctcgtccattaccagcacctcttcca 3120 
      R  P  Q  P  A  P  I  Q  R  P  Q  P  V  F  T  P  S  P  S  P   
3121  agaccccaacctgctcctatccaaagacctcaacccgtatttactccaagtccttctccg 3180 
      V  F  A  P  S  A  F  T  Q  Q  S  T  I  A  Q  S  Q  Q  V  S   
3181  gtatttgctccttcagcattcactcaacaatcgactattgcgcaatcccaacaagtctct 3240 
      Q  A  Q  S  S  L  A  Q  S  Q  Q  S  S  L  A  Q  S  Q  Q  S   
3241  caagcacaatcctctttagcgcagtctcaacaatcctctttagcgcagtctcaacaatcc 3300 
      S  L  A  Q  S  Q  Q  S  S  L  A  Q  S  Q  Q  S  S  L  A  Q   
3301  tccttagcgcagtctcaacaatcctctttagcgcagtctcaacaatcctctttagcgcag 3360 
      S  Q  Q  S  S  L  A  Q  S  Q  Q  S  S  L  A  Q  S  Q  Q  S   
3361  tctcaacaatcctctttagcgcagtctcaacaatcctctttagcgcagtctcaacaatcc 3420 
      S  L  A  Q  S  Q  Q  S  S  L  A  Q  S  Q  Q  S  S  F  A  Q   
3421  tctttagcgcagtctcaacaatcctctttagcgcagtctcaacaatcttcttttgcacaa 3480 
      S  Q  Q  V  A  A  A  Q  T  Q  Q  S  S  G  G  Y  S  A  T  S   
3481  tcccaacaagtagcagcagcacaaacacagcagtcttcaggtggatactccgcaacttcc 3540 
      M  G  A  S  Q  I  S  S  S  A  I  S  S  S  S  G  S  A  L  A   
3541  atgggtgcgtcgcaaatctcttcttcggccataagttcttcttcaggatctgcattggct 3600 
      S  S  A  Q  Q  L  T  S  A  A  A  S  Q  R  I  S  Q  L  S  N   
3601  agttcagcacagcaactcacatcagcagcagcatctcaaagaatatctcagttatccaat 3660 
      S  L  A  S  A  V  S  N  G  R  V  N  Y  A  A  L  S  N  S  I   
3661  tcccttgcatctgctgtttcaaatggacgcgttaactatgcggccttatcgaactctatt 3720 
      A  S  A  A  S  Q  I  G  S  G  S  R  L  S  K  T  E  V  L  I   
3721  gccagtgctgcaagtcagattggaagtggatctagattgtccaaaactgaagttctaatt 3780 
      E  T  L  L  E  T  L  A  A  L  L  E  S  I  S  I  P  G  S  A   
3781  gaaactctcttggaaaccttggctgctttattggaatcaatttccatccccggatcagcg 3840 
      S  G  G  S  Q  F  A  Q  A  M  L  A  A  L  A  *  
3841  agtggtggaagtcaatttgcccaagctatgcttgccgcacttgcataggaatttggttta 3900 
3901  taacaattatttgttaaaatcgtggtgaaagttttttgggaattatataacagaatattc 3960 
3961  aattaactcttta                                                3974 
	
  
	
  



Figure S2.  Alignment of Spidroin C-terminal amino acid sequences. 
	
  

	
  

A_trifas_Flag  -GGGQSSG------GVLPSTSYAPTTSGYERLPNLINGIKSSM--QGGGFNYQNFGNILS
N_cruent_Flag  -GAGSGTP-----------------SYSGSRVPDLVNGIMRSM--QGSGFNYQMFGNMLS
N_clavps_Flag  GPYGPGSPG-----GAYGPGSPGGAYYPSSRVPDMVNGIMSAM--QGSGFNYQMFGNMLS
A_trifas_AcSp  -GVSVI--------SSLNSPVGLRSASAASRLSQLTSSITNAV--GANGVDANSLARSLQ
N_cruent_TuSp  ---------------PVLSSSGLASSSATSRVGSLAQSLASALQSSGGTLDVSTFLNLLS
N_clavps_TuSp  -GLQTTL-------APVFSSSGLSSASANARVSSLAQSFASALSASRGTLSVSTFLTLLS
N_cruent_MiSp  -GVGVGS-------TVASTTSRLSSAQASSRISAAASTLI-----SGGYLNTSALPSVIS
N_clavps_MiSp2 --------------------SRLSSAEACSRISAAASTLV------SGSLNTAALPSVIS
N_clavps_MiSp1 -GDKEIACWSRCRYTVASTTSRLSSAEASSRISSAASTLV-----SGGYLNTAALPSVIS
N_clavps_MaSp2 -SAGAGSAGYGPGSQASAAASRLASPDSGARVASAVSNLV-----SSGPTSSAALSSVIS
A_trifas_MaSp1 GGAASVA-------TASAAASRLSSPGAASRVSSAVTSLVS----SGGPTNSAALSNTIS
A_trifas_MaSp2 -GPGSQAP------VASAAASRLSSPQASSRVSSAVSTLV-----SSGPTNPASLSNAIS
N_cruent_MaSp  GGAGSGAA------AASAAASRLSSPEASSRVSSAVSNLV-----SSGPTNSAALSNTIS
N_clavps_MaSp1 -GVGSGAS------AASAAASRLSSPQASSRVSSAVSNLV-----ASGPTNSAALSSTIS
E_chisos_Fbrn  --------------------SGLLSPAANQRIASLIPLILSAI--SPNGVNFGVIGSNIA
L_hesper_PySp  ----SNA-------ALTSSAHQLVSAAAKRRIASLSQAMSSVI--SGGRVNYAALSSSLS
A_trifas_PiSp  ----SGSA------LAASAAQQLLSPAANQRIAALSNTLKSAV--SGGRVNYGALSNSLA
N_cruent_PiSp  ----SGS-------ALANSAQQLTSPAASQRISQLSNSLASAV--SGGQVNYAALSNSIA
N_clavps_PiSp  ----SGS-------ALASSAQQLTSAAASQRISQLSNSLASAV--SNGRVNYAALSNSIA
consensus      -g--s--------------gs-lss--a-sRlssl--slms-m--sgg-vn-aal-n-is

A_trifas_Flag  QYATGSGTCN------YYDINLLMDALLAALHTLNYQGASYVPSY--PSPSEMLSYTENV
N_cruent_Flag  KYASGSGACNSN------DVNVLMDALLAALHCLSSHGSPSFGSS--PTPSAMNAYSNSV
N_clavps_Flag  QYSSGSGTCNPN------NVNVLMDALLAALHCLSNHGSSSFAPS--PTPAAMSAYSNSV
A_trifas_AcSp  SSFSAL--RSSGMSSSDAKIEVLLETIVGLLQLLSNTQVRGVNPA--TASSVANSAARSF
N_cruent_TuSp  PISTQI-QANTSLNASQAIVQVLLEAVAALLQIINGAQITSVNFG--SVSS----VNTAL
N_clavps_TuSp  PISSQI-RANTSLDGTQATVQVLLEALAALLQVINAAQITEVNVS------NVSSANAAL
N_cruent_MiSp  DLFAQVSASSPGVSDSEVLIQVLLEIVSSLIHILSSSSVGQVDFN--SVGSSAAAVGQSM
N_clavps_MiSp2 DLFAQVSASSPGVSGNEVLIQVLLEIVSSLIHILSSSSVGQVDFS--SVGSSAAAVGQSM
N_clavps_MiSp1 DLFAQVGASSPGVSDSEVLIQVLLEIVSSLIHILSSSSVGQVDFS--SVGSSAAAVGQSM
N_clavps_MaSp2 NAVSQIGASNPGLSGCDVLIQALLEIVSACVTILSSSSIGQVNYG--AASQFAQVVGQSV
A_trifas_MaSp1 NVVSQISSSNPGLSGCDVLVQALLEIVSALVHILGSANIGQVNSS--GVGRSASIVGQSI
A_trifas_MaSp2 SVVSQVSSSNPGLSGCDVLVQALLEIVSALVHILGSSSIGQINYA--ASSQYAQLVGQSL
N_cruent_MaSp  SVVSQISASNPGLSGCDVLVQALLEVVSALIHILGSSSIGPVNYG--SASQSTQIVGQSV
N_clavps_MaSp1 NVVSQIGASNPGLSGCDVLIQALLEVVSALIQILGSSSIGQVNYG--SAGQATQIVGQSV
E_chisos_Fbrn  SLASQISQSGGGIAASQAFTQALLELVAAFIQVLSSAQIGAVSSSSASAGATANAFAQSL
L_hesper_PySp  GLASEI-QNESNLSKTEVLVEALLETLSALLDSI--------TPI--KSPGSEENFVESV
A_trifas_PiSp  SAASQI-QSSSRLSKNEVLVEVLLETLAALLDSLS------------ISGSSSSQFAQAV
N_cruent_PiSp  SAASQI-GGGSGLSKTEVLIETLLETLAALLESLSLP----------GSASGGSQFAQAM
N_clavps_PiSp  SAASQI-GSGSRLSKTEVLIETLLETLAALLESISIP----------GSASGGSQFAQAM
consensus      -i-sqi--sn-gls--dvliqlLle-v-all-llss--v--v--------s-a---aqsv

A_trifas_Flag  RRYF--
N_cruent_Flag  RRMFQF
N_clavps_Flag  GRMFAY
A_trifas_AcSp  ELVLA-
N_cruent_TuSp  ATALAG
N_clavps_TuSp  VSALAG
N_cruent_MiSp  QVVMG-
N_clavps_MiSp2 QVVMG-
N_clavps_MiSp1 QVVMG-
N_clavps_MaSp2 LSAF--
A_trifas_MaSp1 NQAFS-
A_trifas_MaSp2 TQALG-
N_cruent_MaSp  YQALG-
N_clavps_MaSp1 YQALG-
E_chisos_Fbrn  SSAFAG
L_hesper_PySp  LQAFP-
A_trifas_PiSp  LQAFA-
N_cruent_PiSp  LAALA-
N_clavps_PiSp  LAALA-
consensus      --ala-


