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MSLIKONLHSNNEANINKLINLKLTASYVYLSLGMYFDRDDVALPNFPKFFLERSHKERD
MEQIRONYVRDSEAAINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFKKNSEEERE
MEQIRONYARDSEAAINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFKKNSEEERE
MEQVRONYARDSEAAINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFNKNSEEERE
MEQIRONYDRDCEAAINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFNKNSEEERE
MEQIRONYDRDCEAAINKMINLELYAAYTYTSMAHYFKRDDVALSGFAKFFNKNSEEERE
MEQIRONYDSDCEASINKMISLELYAGYTYTSMAHYFKRDDVALNGFAKFFKKNSEEERE
MEQIRONYDSDCEASINKMINLELYAGYTYTSMAHYFKRDDVALNGFAKFFKKNSEEERE
MEQIRONYDSDCEALINKMINLELYAGYTYTSMAHYFKRDDVALPGFAKFFKNNSEEERE
MDQVRONYDRDCEALINKMINLELYAGYTYTSMAFYFDRDDVALPGFAKFFKKNSEEERE
MEQIRONYHRDCEAAINKMINMELYASYTYTSMAYYFTRDDVALEGFAHFFKENSHEERE
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MDQVRONYHRDCEAAVNRMINMELFASYSYTSMAFYFSRDDVALPGFAHFFKENSDEERE
MDQVRQSYHRDCEAAVNRMLNTELFASYSYTSMAFYFSRDDVALPGFAHFFKESSEEERE
MEQIRONYHHDCERAINRMINMEMFASYTYTSMAFYFSRDDVALPGFAHFFKENSEEERE
MSQVRONFHQECEAAINRQIYLELYASYVYLSMGYYFDRDDKSLPNFAKFFRDQOSKEERE
MTQVRONFHQECEAAINRQINLELYASYVYLSMGYYFDRDDKSLPNFSKFFLTQPKEEKE
MSQVRONFHQDCEAAINRQINLELYASYVYMSMGYFFDRDDQALNNFSKFFRQOSEEERE
MSQVRONFHQDCEAAVNRQINLELYASYVYMSMGYFFDRDDOQALNNFSKFFRHQSEEERE
MSQVRONYHODCEAAINRQINLELYASYVYLSMGYYFDRDDOQALHNFAKFFRHQSHEERE
MSQVRONFHQODCEAAVNRQINLELYASYVYLSMSYYFDRDDOQALHNFAKFFHHQSHEERE
MSQVRONFHQDCEAAINRQINLELYASYVYLSMSYYFDRDDOQALHNFAKFFRKOSHEERE
MSQVRONFHQDCEAAINRQINLELYASYVYLSMSYYFDRDDOQALHNFAKFFRKOSHEERE
MTQVRONFHQDCEAAINRQINLELYASYVYLSMAYYFDRDDOQALHNFAKFFKNQSHEERE
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OAEKLLEYQONMRGGRILLONISKPSKEDWKGGLDAMTFSLEYQKTLNTRTLDVHRRAGSH
HAEDLLEYQONTRGGRILLQTVAKPSRDDWKGGIDALAFSLEHQKSINRSLLEVHRVAGEH
HAEKFMEFQONKRGGRIVLQODIKKPDRDVWGNGLIAMQCALQLEKNVNQALLDLHKLATEM
HAEKFMEFQONKRGGRIVLQDIKKPDRDVWGNGLIAMQOCALQLEKNVNQALLDLHKLATEM
HAEKFMEFQONKRGGRIVLODIKKPDRDVWGNGLIAMQCALQLEKNVNQALLDLHKLATEM
HAEKFMEFQNKRGGRIVLODIKKPDRDVWGNGLIAMQCALQLEKNVNQALLDLHKLATEM
HAEKFMEFQONKRGGRIVLQODIKKPDRDVWGNGLIAMQCALQLEKNVNQALLDLHKLTTEM
HAEKFMEFQONKRGGRIVLQDIKKPDRDVWDNGLTAMQCALQLEKNVNQALLDLHKVASQK
HAEKFMEFQONKRGGRIVLQDIKKPDRDVWDNGLIAMQOCALQLEKNVNQALLDLHKVASQK
HAEKFMEFQONKRGGRIVLODIKKPGRDVWDNGLTAMQCALQLEKSVNQALLDLHKVASQK
HAEKFMEFQNKRGGRIVLODIKKPERDEWDNGLTAMQCALQLEKNVNQALLDLHKVASQK
HAEKFMSFONKRGGRIFLQODVKKPERDEWGSGLEAMQCALQLEKTVNQALLDLHKLASDK
HAEKFMSFONKRGGRIFLQODVKKPKRDEWGSGLEAMQCALQLEKTVNQALLDLHKLASDK
HADKLLSFONKRGGRILLODIKKPERDEWGSGLEAMQCALELEKNVNQALLDLHKLASQH
HADKLLSFQONKRGGRILLODIKKPERDEWGSGLEAMQCALQLEKNVNQALLDLHKLASQH
HAEKLLSFQONKRGGRIFLQODVKKPDRDEWGSGLEAMQCALQLEKNVNQALLDLHKLASDH
HADKLLTFONSRGGRIFLODIKKPERDEWGSGLDALQSSLOLEKNVNQALLDLHKIASDH
HADKLLTFONSRGGRIFLODIKKPERDEWGNGVDVMQCALQLEKNVNQALLDLHKIASGK
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HAEKLMKLONQRGGRIFLODIKKPDRDEWGSGVEALECALQLEKSVNQSLLDLHKLCSEH
HAEKLMKVONQRGGRIFLODIKKPERDEWGSGMEALECALQLEKNVNQSLLDLHKVATDH
HAEKLMKIQONQRGGRIFLQODIKKPERDEWGSGVEALECALQLEKNVNQSLLDLHKVSTDH
HAEKLMKVONQRGGRIFLQODVKKPEKDEWGSGVEALESSLQLEKSVNQSLLDLHKVCSEH
HAEKLLTVQONQRGGRIFLODVKKPEKDEWGSGVEALESALQLEKIVNQSLLDLHKVCSEH
HAEKLMKFONQRGGRIFLQODVKKPEKDEWGSGVEALECALQLEKSVNHSLLELHKLASQH
HAEKLMTFONKRGGKIFLODIRKPDRDEWGSGVEALECALQLEKNVNQSLLDLQKMATEH
RAEVMLQYLSQRGGKYCNKNIQRPGTEQVCAVLPALEIMLNQWKEEMSVMLEINHLAHEH
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S.salMl TDPHLCDFLEQHFLSDSHDTIKKLGDHLGSLTRLTSSEGSMGEYLFDKHTL 171

0.nilH1 TDPHLCDFLEQHFLVDSHDTIKKLGDYIGSLTRITASEGAMGEYLFDKHTL 171
D.rerMl SDPHLSDFLEGKFFTDSHETIKTLGDYLGSLSRITSSDGKMAEYLFDKHTL 171
D.rerM2 GDPHLCDFLETHYLNEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKQTL 171
D.rerM3 GDPHLCDFLETHYLDEQVEATIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171
D.rerM4 GDPHMCEFLETHYLNEQVEATKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171
D.rerM5 GDPHLCDFLESHYLDEQVEATKKLGDHITNLSKMDAGNNRMAEYLFDKQTL 171
D.rerMé6 GDPHLCDHLESHYLNEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171
D.rerM7 GDPHLCDFLETHYLDEQVEAIKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171
D.rerM8 GDPHLCDFLETHYLDEQVEATKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171
DrerM9 GDPHLCDLLESHYLNEQVEATKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171
D.rerHl GDPHLCDFLESHYLNEQVEATKKLGDHITNLSKMDAGNNRMAEYLFDKHTL 171
I.punMl ADPHLCDFLETHYLNEQVEAIKKLGDHISNLTKMDAANNRMAEYLFDKHTL 171
I.punM2 ADPHLCDFLETHYLNEQVEAIKKLGDHISNLTKMDAASNRMAEYLFDKHTL 171
0.nilM1 NDPHLCDFLESHYLDEQVKSIKKLGDHITNLTRMDAHKNKMAEYLFDKHTL 171
0.nilM2 NDPHLCDFLESHYLDEQVKSIKKLGDHITNLTRMDAHNNKMAEYLFDKHTL 171
E.bruMl VDPHLCDFLETHYLNEQVEAIKKLGDYITNLSRMDAHNNKMAEYLFDKHTL 171
T.berM1 TDPHMCDFLETHYLNEQVESIKKLGDFITNLSRMDAVKNKMAEYLFDKHTM 171
T.berM2 VDPHMCDFLETHYLNEQVESIKKLGDFITNLSRMDAVKNKMAEYLFDKHTM 171
C.rasMl ADPHMCDFLETHYLNEQVESIKKLGDFIANLSRMDSNTNKMAEYLFDKHTM 171
S.salM2 VDPHLCDFLETHYLNEQVEAIKKLGDHITNLTKMDAVKNKMAEYLFDKHTL 171
D.rerH2 NDPHVCDFLETHYLDEQVKSIKELSDWVGSLRRMGAPONNMAEYLFDRHTL 171
S.salH1l NDPHMCDFIETHYLDEQVKSIKELSDWITNLRRMGAPQONGMAEYLFDKHTL 171
T.berHl NDPHMCDFIETHYLDEQVKSIKELGDWVTNLRRMGAPQONGLAEYLFDKHTL 171
C.rasH1 NDPHLCDFIETHYLDEQVKSIKELGDWVTNLRRMGAPONGLAEYLFDKHTL 171
E.bruHl NDPHLCDFIETHYLDEQVKSIKELADWVTNLRRMGAPONGLAEYLFDKHTM 171
0.nilH3 NDPHMCDFIETHYLDEQVKSIKELADWVTNLRRMGAPONGMAEYLFDKHTL 171
I.punHl NDPHMCDFIEAHYLDEQVKSIKELSDWVTNLRRMGAPQONGMAEYLFDKHTL 171
I.punH2 NDPHMCDFIESRYLDEQVKSIKELSDWVTNLRRMGAPQNGMAEYLFDKHTL 171
S.salH2 NDPHMCDFIETHYLDEQVKSIKELGDWVTNLRRMGAPQONGMAEYLFDKHTL 171
S.salH3 NDPHLCDFIETHYLDEQVKSIKELGDWVTNLRRMGAPONGMAEYLFDKHTL 171
D.rerH3 NDPHMCDFIETHYLDEQVKSIKELGDHVTNLRRMGAPONGMAEYMFDKLTL 171
0.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.



