
S.salM1     MQRVNHNFHPESEVNINKLVNIKLTASYTYLSLGMYFDRDDVALRSFSSFFLERSVKERE 60 
O.nilH1     MQAVKQNFHAETEGDVNKLINLKLNASYTYLALGMYFDRDDVALPNFSSFFLERSAKERE 60 
D.rerM1     MSLIKQNLHSNNEANINKLINLKLTASYVYLSLGMYFDRDDVALPNFPKFFLERSHKERD 60 
D.rerM2     MEQIRQNYVRDSEAAINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFKKNSEEERE 60 
D.rerM3     MEQIRQNYARDSEAAINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFKKNSEEERE 60 
D.rerM4     MEQVRQNYARDSEAAINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFNKNSEEERE 60 
D.rerM5     MEQIRQNYDRDCEAAINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFNKNSEEERE 60 
D.rerM6     MEQIRQNYDRDCEAAINKMINLELYAAYTYTSMAHYFKRDDVALSGFAKFFNKNSEEERE 60 
D.rerM7     MEQIRQNYDSDCEASINKMISLELYAGYTYTSMAHYFKRDDVALNGFAKFFKKNSEEERE 60 
D.rerM8     MEQIRQNYDSDCEASINKMINLELYAGYTYTSMAHYFKRDDVALNGFAKFFKKNSEEERE 60 
DrerM9      MEQIRQNYDSDCEALINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFKNNSEEERE 60 
D.rerH1     MDQVRQNYDRDCEALINKMINLELYAGYTYTSMAFYFDRDDVALPGFAKFFKKNSEEERE 60 
I.punM1     MEQIRQNYHRDCEAAINKMINMELYASYTYTSMAYYFTRDDVALEGFAHFFKENSHEERE 60 
I.punM2     MEQIRQNYHRDCEAAINKMINMELYASYTYTSMAYYFTRDDVALEGFAHFFKENSHEERE 60 
O.nilM1     MEQVRQNYHRDCEAAINRMVNMELFASYTYTSMAFYFDRDDVALPGFSHFFKENSHEERE 60 
O.nilM2     MEQVRQNYHRDCEAAINRMVNMELFASYTYTSMAFYFDRDDVALPGFSHFFKENSHEERE 60 
E.bruM1     MEQVRQNYHRDCEAAVNRMVNMELFASYTYTSMAFYFSRDDVALKGFSHFFKENSDEERE 60 
T.berM1     MDQVRQNYHRDCEAAVNRMINMELFASYSYTSMAFYFSRDDVALPGFAHFFKENSDEERE 60 
T.berM2     MDQVRQNYHRDCEAAVNRMINMELFASYSYTSMAFYFSRDDVALPGFAHFFKENSDEERE 60 
C.rasM1     MDQVRQSYHRDCEAAVNRMLNTELFASYSYTSMAFYFSRDDVALPGFAHFFKESSEEERE 60 
S.salM2     MEQIRQNYHHDCERAINRMINMEMFASYTYTSMAFYFSRDDVALPGFAHFFKENSEEERE 60 
D.rerH2     MSQVRQNFHQECEAAINRQIYLELYASYVYLSMGYYFDRDDKSLPNFAKFFRDQSKEERE 60 
S.salH1     MTQVRQNFHQECEAAINRQINLELYASYVYLSMGYYFDRDDKSLPNFSKFFLTQPKEEKE 60 
T.berH1     MSQVRQNFHQDCEAAINRQINLELYASYVYMSMGYFFDRDDQALNNFSKFFRQQSEEERE 60 
C.rasH1     MSQVRQNFHQDCEAAVNRQINLELYASYVYMSMGYFFDRDDQALNNFSKFFRHQSEEERE 60 
E.bruH1     MSQVRQNYHQDCEAAINRQINLELYASYVYLSMGYYFDRDDQALHNFAKFFRHQSHEERE 60 
O.nilH3     MSQVRQNFHQDCEAAVNRQINLELYASYVYLSMSYYFDRDDQALHNFAKFFHHQSHEERE 60 
I.punH1     MSQVRQNFHQDCEAAINRQINLELYASYVYLSMSYYFDRDDQALHNFAKFFRKQSHEERE 60 
I.punH2     MSQVRQNFHQDCEAAINRQINLELYASYVYLSMSYYFDRDDQALHNFAKFFRKQSHEERE 60 
S.salH2     MTQVRQNFHQDCEAAINRQINLELYASYVYLSMAYYFDRDDQALHNFAKFFKNQSHEERE 60 
S.salH3     MTQVRQNFHQDCEAAINRQINLELYASYVYLSMAYYFDRDDQALHNFAKFFKNQSHEERE 60 
D.rerH3     MSQVRQNFEEACEAAVNRQINMELYASYVYLSMSYYFDRDDQALHNFAKFFRHQSHEERE 60 
O.nilH2     MTQIRQNFHHDCEAAINRQINLELYASYVYLSMAYYFERDDKCLPNFAKFFHNQSKEEVV 60 
D.rerM10    SSQVKQNFPRVVEESLCGVSTLLLEVSYKLEALGRIFEQSNLALPRVAAYFHQESVKEQE 60 
 
S.salM1     QAEKLLEYQNMRGGRVLLQPIAKPSREDWRGGLDAITFSLEFQKTLNTSLLEVHRGANTH 120 
O.nilH1     QAEKLLEYQNMRGGRILLQNISKPSKEDWKGGLDAMTFSLEYQKTLNTRTLDVHRRAGSH 120 
D.rerM1     HAEDLLEYQNTRGGRILLQTVAKPSRDDWKGGIDALAFSLEHQKSINRSLLEVHRVAGEH 120 
D.rerM2     HAEKFMEFQNKRGGRIVLQDIKKPDRDVWGNGLIAMQCALQLEKNVNQALLDLHKLATEM 120 
D.rerM3     HAEKFMEFQNKRGGRIVLQDIKKPDRDVWGNGLIAMQCALQLEKNVNQALLDLHKLATEM 120 
D.rerM4     HAEKFMEFQNKRGGRIVLQDIKKPDRDVWGNGLIAMQCALQLEKNVNQALLDLHKLATEM 120 
D.rerM5     HAEKFMEFQNKRGGRIVLQDIKKPDRDVWGNGLIAMQCALQLEKNVNQALLDLHKLATEM 120 
D.rerM6     HAEKFMEFQNKRGGRIVLQDIKKPDRDVWGNGLIAMQCALQLEKNVNQALLDLHKLTTEM 120 
D.rerM7     HAEKFMEFQNKRGGRIVLQDIKKPDRDVWDNGLTAMQCALQLEKNVNQALLDLHKVASQK 120 
D.rerM8     HAEKFMEFQNKRGGRIVLQDIKKPDRDVWDNGLIAMQCALQLEKNVNQALLDLHKVASQK 120 
DrerM9      HAEKFMEFQNKRGGRIVLQDIKKPGRDVWDNGLTAMQCALQLEKSVNQALLDLHKVASQK 120 
D.rerH1     HAEKFMEFQNKRGGRIVLQDIKKPERDEWDNGLTAMQCALQLEKNVNQALLDLHKVASQK 120 
I.punM1     HAEKFMSFQNKRGGRIFLQDVKKPERDEWGSGLEAMQCALQLEKTVNQALLDLHKLASDK 120 
I.punM2     HAEKFMSFQNKRGGRIFLQDVKKPKRDEWGSGLEAMQCALQLEKTVNQALLDLHKLASDK 120 
O.nilM1     HADKLLSFQNKRGGRILLQDIKKPERDEWGSGLEAMQCALELEKNVNQALLDLHKLASQH 120 
O.nilM2     HADKLLSFQNKRGGRILLQDIKKPERDEWGSGLEAMQCALQLEKNVNQALLDLHKLASQH 120 
E.bruM1     HAEKLLSFQNKRGGRIFLQDVKKPDRDEWGSGLEAMQCALQLEKNVNQALLDLHKLASDH 120 
T.berM1     HADKLLTFQNSRGGRIFLQDIKKPERDEWGSGLDALQSSLQLEKNVNQALLDLHKIASDH 120 
T.berM2     HADKLLTFQNSRGGRIFLQDIKKPERDEWGNGVDVMQCALQLEKNVNQALLDLHKIASGK 120 
C.rasM1     HAHKLLTFQNSRGGRIFLQDIKKPERDEWGSGLEAMQAALQLEKNVNQALLDLHKLASVH 120 
S.salM2     HADKLLSFQNKRGGRILLQDIKKPERDEWGNGLEAMQCALQLEKNVNQALLDLHKIASDK 120 
D.rerH2     HAEKLMSLQNQRGGRIFLQDIKKPDRDEWGSGLEALECALALEKSVNLSLLELHKVATQH 120 
S.salH1     HAEKLMSQQNQRGGRIFLQDIKKPDRDEWGSGLEALECALQLEKSVNQSLLDLHKVAAGQ 120 
T.berH1     HAEKLMKQQNQRGGRIFLQDVKKPDRDEWGSGVEALECALQLEKNVNQSLLDLHKLCSDH 120 
C.rasH1     HAEKLMKLQNQRGGRIFLQDVKKPDRDEWGSGVEALECALQLEKNVNQSLLDLHKLCSDH 120 
E.bruH1     HAEKLMKLQNQRGGRIFLQDVKKPERDEWGSGVEALECALQLEKSVNQSLLDLHKLCSEH 120 
O.nilH3     HAEKLMKLQNQRGGRIFLQDIKKPDRDEWGSGVEALECALQLEKSVNQSLLDLHKLCSEH 120 
I.punH1     HAEKLMKVQNQRGGRIFLQDIKKPERDEWGSGMEALECALQLEKNVNQSLLDLHKVATDH 120 
I.punH2     HAEKLMKIQNQRGGRIFLQDIKKPERDEWGSGVEALECALQLEKNVNQSLLDLHKVSTDH 120 
S.salH2     HAEKLMKVQNQRGGRIFLQDVKKPEKDEWGSGVEALESSLQLEKSVNQSLLDLHKVCSEH 120 
S.salH3     HAEKLLTVQNQRGGRIFLQDVKKPEKDEWGSGVEALESALQLEKIVNQSLLDLHKVCSEH 120 
D.rerH3     HAEKLMKFQNQRGGRIFLQDVKKPEKDEWGSGVEALECALQLEKSVNHSLLELHKLASQH 120 
O.nilH2     HAEKLMTFQNKRGGKIFLQDIRKPDRDEWGSGVEALECALQLEKNVNQSLLDLQKMATEH 120 
D.rerM10    RAEVMLQYLSQRGGKYCNKNIQRPGTEQVCAVLPALEIMLNQWKEEMSVMLEINHLAHEH 120 



 
S.salM1     TDPHLCDFLEQHFLSDSHDTIKKLGDHLGSLTRLTSSEGSMGEYLFDKHTL 171 
O.nilH1     TDPHLCDFLEQHFLVDSHDTIKKLGDYIGSLTRITASEGAMGEYLFDKHTL 171 
D.rerM1     SDPHLSDFLEGKFFTDSHETIKTLGDYLGSLSRITSSDGKMAEYLFDKHTL 171 
D.rerM2     GDPHLCDFLETHYLNEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKQTL 171 
D.rerM3     GDPHLCDFLETHYLDEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171 
D.rerM4     GDPHMCEFLETHYLNEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171 
D.rerM5     GDPHLCDFLESHYLDEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKQTL 171 
D.rerM6     GDPHLCDHLESHYLNEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171 
D.rerM7     GDPHLCDFLETHYLDEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171 
D.rerM8     GDPHLCDFLETHYLDEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171 
DrerM9      GDPHLCDLLESHYLNEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171 
D.rerH1     GDPHLCDFLESHYLNEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171 
I.punM1     ADPHLCDFLETHYLNEQVEAIKKLGDHISNLTKMDAANNRMAEYLFDKHTL 171 
I.punM2     ADPHLCDFLETHYLNEQVEAIKKLGDHISNLTKMDAASNRMAEYLFDKHTL 171 
O.nilM1     NDPHLCDFLESHYLDEQVKSIKKLGDHITNLTRMDAHKNKMAEYLFDKHTL 171 
O.nilM2     NDPHLCDFLESHYLDEQVKSIKKLGDHITNLTRMDAHNNKMAEYLFDKHTL 171 
E.bruM1     VDPHLCDFLETHYLNEQVEAIKKLGDYITNLSRMDAHNNKMAEYLFDKHTL 171 
T.berM1     TDPHMCDFLETHYLNEQVESIKKLGDFITNLSRMDAVKNKMAEYLFDKHTM 171 
T.berM2     VDPHMCDFLETHYLNEQVESIKKLGDFITNLSRMDAVKNKMAEYLFDKHTM 171 
C.rasM1     ADPHMCDFLETHYLNEQVESIKKLGDFIANLSRMDSNTNKMAEYLFDKHTM 171 
S.salM2     VDPHLCDFLETHYLNEQVEAIKKLGDHITNLTKMDAVKNKMAEYLFDKHTL 171 
D.rerH2     NDPHVCDFLETHYLDEQVKSIKELSDWVGSLRRMGAPQNNMAEYLFDRHTL 171 
S.salH1     NDPHMCDFIETHYLDEQVKSIKELSDWITNLRRMGAPQNGMAEYLFDKHTL 171 
T.berH1     NDPHMCDFIETHYLDEQVKSIKELGDWVTNLRRMGAPQNGLAEYLFDKHTL 171 
C.rasH1     NDPHLCDFIETHYLDEQVKSIKELGDWVTNLRRMGAPQNGLAEYLFDKHTL 171 
E.bruH1     NDPHLCDFIETHYLDEQVKSIKELADWVTNLRRMGAPQNGLAEYLFDKHTM 171 
O.nilH3     NDPHMCDFIETHYLDEQVKSIKELADWVTNLRRMGAPQNGMAEYLFDKHTL 171 
I.punH1     NDPHMCDFIEAHYLDEQVKSIKELSDWVTNLRRMGAPQNGMAEYLFDKHTL 171 
I.punH2     NDPHMCDFIESRYLDEQVKSIKELSDWVTNLRRMGAPQNGMAEYLFDKHTL 171 
S.salH2     NDPHMCDFIETHYLDEQVKSIKELGDWVTNLRRMGAPQNGMAEYLFDKHTL 171 
S.salH3     NDPHLCDFIETHYLDEQVKSIKELGDWVTNLRRMGAPQNGMAEYLFDKHTL 171 
D.rerH3     NDPHMCDFIETHYLDEQVKSIKELGDHVTNLRRMGAPQNGMAEYMFDKLTL 171 
O.nilH2     NDPHMCDFIETHFLDEQVKSIKQLADWSSNLRRMGAPQSGMAEYLFDKHTM 171 
D.rerM10    DDPHTASVIKSQFIEPLVQKVKLVGDLLTNARRVGCTDAGFGEFLIDQLQE 171 
 
 
Supplementary Figure 1. Alignment of the 34 amino acid sequences of the fish ferritins used to 
inferred the phylogenetic tree shown in Figure 5. The alignment was obtained using the 
program ClustalW v2.1.  
 


