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Supplemental Figure 1.  Models of NKCC1 (human) and NKCC2 (rabbit), colored 
according to residue-by-residue similarity to one another. 
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Supplemental Figure 2.  Models of NKCC1 and NKCC2, colored by predicted disorder.  
The likelihood of disorder is predicted by the DisEmbl 1.5 loop-coil model (R. Linding, 
L.J. Jensen, F. Diella, P. Bork, T.J. Gibson and R.B. Russell.  Protein disorder prediction: 
implications for structural proteomics.  Structure Vol 11, Issue 11, 4 November 2003. 
http://dis.embl.de/ 
 



Supplemental Table 1



in the ram UTR
CCAGGGATTTACGTACGCAAGGATCAGATTTACAG BsiWi f 

Primers for PLAP constructs
GACATTTCTCAGAAGCTTCAGGTTCAAGAGGAAT NKCC2 HindIII at 2470 f 
GTGCTGGGTACCTACAGTTTCTGGTTGAAC NKCC2 KpnI with stop at 2680r
GGTCTGGATAAAGCTTCTTCAAGGACAAGAA NKCC1 HindIII at 2783 f
GAAACTGGGTACCAGCTTCTCATAGCTTTTGGTC NKCC1 KpnI with stop at 3038 r

III-IV NKCC2 primers
GGCCTCGGGCCTAGGCCGAATGAAGCCAAACAC AvrII  at 2315 f
CTTGAACCTGCAGGACCTGAGAAATG SbfI at 2471r

IV-V NKCC2 primers
CATTTCTCAGGTCCTGCAGGTTCAAGAGGAATTG SbfI f at 2478 f
GTGCTGGCTTCCACAAGCTTCTGGTTGAACTC HindIII at 2680 r

V-VI NKCC2 primers
GTTCAACCAGAAGCTTGTGGAAGCCAGCACTC HindIII at 2676 f
ATTTTATCCGGAATTTGCTCAAAAGAGAAGCC BspeEI  at 2897r




