Supplementary Figure S1

Homology of complete sequences of myelin basic
protein and H3 histone

Waterman-Eggert score: 118; 11.7 bits; E(1) < 1
26.4% identity (47.9% similar) in 163 aa overlap (30-170:2-1209)
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H3 RTKQTA-RKSTG---G--K-AP-R---KQLATKAAR--K--SAP--ATGGVKKPHRYRPG
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MBP VVHFFKNIVTPRTPPPSQGKGRGLSLSR---FSWGA-E-GQKPGFGYGGRASD--YKS-A
H3 TVAL-REI---RR---YQ-KSTEL-LIRKLPFQRLVREIAQ--DF----K-TDLRFQSSA
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MBP HKGLKGHDA-QGTLSKIFK---LGG-RDSR-SGSP----MARR
H3 VMALQ--EACEAYLVGLFEDTNLCAIHAKRVTIMPKDIQLARR

90 100 110 120

Homology of complete sequences of myelin basic

protein and H4 histone

>>H4 102 bp (102 aa)
Waterman-Eggert score: 107; 13.9 bits; E(1) < 0.68
30.0% identity (45.0% similar) in 140 aa overlap (39-158:1-102)
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Homology of complete sequences of histones and myelin
basic protein was estimated using:
http://www.ch.embnet.org/software/LALIGN form.html).




