
1

MGEV T A E EV EK F L DS N I GF AKQY YN L H YRAK L I S D L L GAK - - - EAAV D FS N

MS - L S E EQARS F L DQNP D F ARQY F G - - - - KK L S P ENV AAAC EDGCP P DCDS

YHS P S SME ES E I I F D L L RD FQEN L QT EKC I F NVMKK L C F L LQADRMS L FMY

L RD L CQV E ES T A L L E L VQDMQES I NMERV V F KV L RR L C T L LQADRCS L FMY

R T RNG I A E L A T R L F NV HKDAV L EDC L VMP DQE I V FP L DMG I V GHV AHS KK I

RQRNGV A E L A T R L F S VQP DS V L EDC L V P P DS E I V FP L D I GV V GHV AQT KKM

ANV P N T E ED EH F CD F V D I L T E YK T KN I L AS P I MNGKDV V A I I MAV NKV DGS

V NV EDV A ECP H F S S F AD E L T D YK T KNML A T P I MNGKDV V AV I MAV NK L NGP

H F T KRD E E I L L K Y L N F AN L I MKV YH L S Y L HNC E T RRGQ I L LWS GS KV F E E L

F F T S ED EDV F L K Y L N F A T L Y L K I YH L S Y L HNC E T RRGQV L LWS ANKV F E E L

T D I ERQ FHKA L Y T V RA F L NCDR YS V GL L DMT KQK E F FDVWP V LMGEV P P YS

T D I ERQ FHKA F Y T V RA Y L NC ER YS V GL L DMT K EK E F FDVWS V LMGESQP YS

GP R T P DGR E I N F YKV I D Y I L HGK ED I KV I P NP P P DHWA L V S GL P A YV AQNG

GP R T P DGR E I V F YKV I D YV L HGK E E I KV I P T P S ADHWA L AS GL P S YV A ES G

L I CN I MNAP A ED F F A FQK EP L D ES GWM I KNV L SMP I V NKK E E I V GV A T F YN

F I CN I MNAS AD EM F K FQEGA L DDS GWL I KNV L SMP I V NKK E E I V GV A T F YN

RKDGKP FD EMD E T LMES L T Q F L GWS V L NP D T Y ESMNK L ENRKD I FQD I V K Y

RKDGKP FD EQD EV LMES L T Q F L GWS VMN T D T YDKMNK L ENRKD I AQDMV L Y



2

HV KCDN E E I QK I L K T R EV YGK EPWEC E E E E L A E I LQA E L P DADK Y E I NK FH

HV KCDRD E I QL I L P T RAR L GK EP ADCD ED E L GE I L K E E L P GP T T FD I Y E FH

FS D L P L T E L E L V KCG I QMY Y E L KV V DK FH I PQEA L V R FMYS L S KGYRK I T Y

FS D L EC T E L D L V KCG I QMY Y E L GV V RK FQ I PQEV L V R F L FS I S KGYRR I T Y

HNWRHGFNV GQTM FS L L V T GK L KR Y F T D L EA L AMV T AA FCHD I DHRGT NN L

HNWRHGFNV AQTM F T L LMT GK L KS Y Y T D L EA FAMV T AGL CHD I DHRGT NN L

YQMKSQNP L AK L HGS S I L ERHH L E FGK T L L RD ES L N I FQN L NRRQH EHA I H

YQMKSQNP L AK L HGS S I L ERHH L E FGK F L L S E E T L N I YQN L NRRQH EHV I H

MMD I A I I A T D L A L Y FKKR TM FQK I V DQS K T Y ES EQEWTQYMML EQT RK E I V

LMD I A I I A T D L A L Y FKKRAM FQK I V D ES KN YQDKKSWV E Y L S L E T T RK E I V

MAMMMT ACD L S A I T KPWEVQSQV A L L V AA E FWEQGD L ER T V LQQNP I PMMD

MAMMMT ACD L S A I T KPWEVQS KV A L L V AA E FWEQGD L ER T V L DQQP I PMMD

RNKAD E L P K LQV GF I D FV C T FV YK E FS R FH E E I T PML DG I T NNRK EWKA L A

RNKAA E L P K LQV GF I D FV C T FV YK E FS R FH E E I L PM FDR LQNNRK EWKA L A

D E YDAKMKVQE EKKQKQQS AKS AAAGNQP GGNP S P GGA T T S KS CC I Q

D E Y EAKV KA L E EK E E E ERV AAKKV GT E I CNGGP AP KS S T - - - - CC I L

Supplementary Figure 1: Sequence alignment of Human PDE6α and PDE6β chains using CLC 
workbench. Identical residues among both the chains are shown in black color while consensus 
residues, conservation bars plots (0-100) and sequence logos are also given at the bottom to highlight 
conservation in both the chain’s amino acid sequence.  



Supplementary Figure 2:Fugue Alignment and homology model of Gaf-A (A, B), Gaf-B (C, D) and catalytic domain (E, F) of PDE6α 

chain. 



Supplementary figure 3 

Supplementary Figure 3: Fugue Alignment and homology model of Gaf-A (A, B), Gaf-B (C, D) and catalytic domain (E, F) of PDE6β 

chain. 
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Supplementary Figure 4: a) Frequency distribution graphs illustrating the distribution of effects of saturation mutagenesis of dimeric 

interface residues of  PDE6 αβ in terms of ΔΔG values predicted through mCSM-PPI b) Heatmap of the mCSM-PPI predicted changes 

upon mutation in residues present at heterodimeric interface of PDE6αβ. Energy changes calculated by mCSM-PPI are depicted as a 

colored gradient scale that starts from blue and turns white to red indicating the average effect from stabilizing (>0.00 kcal/mol) shown 

in blue to slightly destabilizing (≥-2.0 kcal/mol) shown as white to highly destabilizing (<-2.00 kcal/mol) as red. 


