cont: JilnonENNNNERRNNSRNERERERRERRANEnARRRNNNE
Pred: — S E——

Pred: CCCCCHHHHHHHHHHCCCCCCHHHHHHHHHHHHCCCCCCC
ARA: MTVYTNTSLISAELNERGWRII..TPQRETILHIIFOELPQGERI;.

10 20 30 40

cont: NNNNNENNENaRRRRRR:nnRanalERNRN DR -0 R0

Pred: (D RN ———>-

Pred: CHHHHHHHHHHCCCCCCHHHHHHHHHHHHHCCCCEEEEEC
AA: SAEDLYHRLE}RDGEGI SLSI;IYRTLKLM.MI?MGI LRELEL(IS

50 60 70 80
cont: IiNaaBlnaaNRNNRNRNann=NNNaRRRnnR s RNNNE
Pred: — =

Pred: CCCEEEEECCCCCCCCCEEEECCCCCEEEECCCHHHHHHH
AA: EGHKHYEIN?PYPHHHHHLL{CVKCNST IEFI‘KNDSILKIG%

90 100 110 120

cont: JENNENaNNEN - nRRNERNR RN - AN
Pred: JE——>———>——

Pred: HHHHHCCCEEECCEEEEEEECHHHHHCCCCC
AA: KTAQKEGFHLLDCQMTIHAVCPKCQRALMEL

130 140 150
Legend:
_ = helix Conf: L:'ll[ = confidence of prediction
"> = strand Pred: p;edlc!:ed secondary structure
= = coil AA: target sequence

SUPPLEMENTARY FIG. S5. Secondary structure
prediction for FurA from Anabaena sp. PCC 7120. Data
were obtained using the PSIPRED web server (http://bioinf
.cs.ucl.ac.uk/psipred/).



