A Wild[P33897|ABCD1_HUMAN
Wild|P33897 |ABCD1_HUMAN [MPVLSRPRPWRGNTLKRTAVLLALAAYGAHKVYPLVRQCLAPARGLQAPAGEPTQEASGV]

1
Mutant_c.904 JRllME VL SRPRPWRGNTLKRTAVLLALAAY GAHKVYPLVRQCLAPARGLQAPAGEPTQEASGY|
Mutant_g.11476 JRllMP VLSRPRPWRGNTLKRTAVLLALAAY GAHKVYPLVRQCLAPARGLQAPAGEPTQEASGYV|
Mutant_c.453_454 FOllME VL SRPRPWRGNTLKRTAVLLALAAYGAHKVYPLVRQCLAPARGLQAPAGEPTQEASGY|
consensus>70 MPVLSRPRPWRGNTLKRTAVLLALAAYGAHKVYPLVRQCLAPARGLQAPAGEPTQEASGV
ol o2
Wild/P33897|ABCD1_HUMAN 00000000000000 00000000000000000000000000000000
(ISEIPEETT NPT M- VS SR A A AKA GMNRVFLQRLLWLLRLLFPRVLCRETGLLALHSAALVSRTFLSVYVARLDGRLAR]
Mutant_c.904 [39NAAAKAGMNRVFLQRLLWLLRLLFPRVLCRETGLLALHSAALVSRTFLSVYVARLDGRLAR)]
Mutant_g.11476 [F9A A AKAGMNRVFLORLLWLLRLLFPRVLCRETGLLALHSAALVSRTFLSVYVARLDGRLAR]
Mutant_c.453_454 (3972 AKAGMNRVFLORLLWLLRLLFPRVLCRETGLLALHSAALVSRTFLSVYVARLDGRLAR)]
consensus>70 AAAKAGMNRVFLQRLLWLLRLLFPRVLCRETGLLALHSAALVSRTFLSVYVARLDGRLAR
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as L a6
Wild/P33897|ABCD1_HUMAN 20000 00000000000000§00000000000000000000000000000
Wild|P33897 |ABCD1_HUMAN 181 YRVSNMDGRLRNPDQSLTEDVVAFAASVAHLYSNLTKPLLDVAVTSYTLLRAARSRGAGT
Mutant_c.904 181 YRVSNMDGRLRNPDQSLTEDVVAFAASVAHLYSNLTKPLLDVAVTSYTLLRAARSRGAGT
Mutant_g.11476 181 YRVSNMDGRLRNPDQSLTEDVVAFAASVAHLYSNLTKPLLDVAVTSYTLLRAARSRGAGT
Mutant_©.453_454 L e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e
consensus>70 yrvsnmdgrlrnpdgsltedvvafaasvahlysnltkplldvavtsytllraarsrgagt
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Wild/P33897|ABCD1_HUMAN £00000000000000000 000000000000000000000000 mmsuuz 29
Wild|P33897 |ABCD1_HUMAN 241 AWPSAIAGLVVFLTANVLRAFSPKFGELVAEEARRKGELRYMHSRVVANSEEIAFYGGHE
Mutant_c.904 241 AWPSAIAGLVVFLTANVLRAFSPKFGELVAEEARRKGELRYMHSRVVANSEEIAFYGGHE
Mutant_g.11476 241 AWPSAIAGLVVFLTANVLRAFSPKFGELVAEEARRKGELRYMHSRVVANSEEIAFYGGHE
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Supplementary Fig. 1. (A) Multi-sequence alignment of wild and mutant protein sequences of ABCD1 gene. The position of single residue
change in the mutant corresponding to ¢.453 454 [in CGTT] is depicted within the box. (B) 3D structure of ABCD1 gene in its dimer form
consisting of Chain A and Chain B derived from PDB :7RRA. (C) Percent amino acid composition among wild and mutant protein sequences
of ABCD1 gene.



