Human ABCG1 Sequence

>sSp|P45844 |ABCG1 _HUMAN ATP-binding cassette sub-family G member 1 OS=Homo
sapiens 0X=9606 GN=ABCGl PE=1 SV=3 (NP_004906.3)
MACLMAAFSVGTAMNASSYSAEMTEPKSVCVSVDEVVSSNMEATETDLLNGHLKKVDNNL
TEAQRFSSLPRRAAVNIEFRDLSYSVPEGPWWRKKGYKTLLKGISGKFNSGELVAIMGPS
GAGKSTLMNILAGYRETGMKGAVLINGLPRDLRCFRKVSCYIMQDDMLLPHLTVQEAMMV
SAHLKLQEKDEGRREMVKEILTALGLLSCANTRTGSLSGGQRKRLAIALELVNNPPVMFF
DEPTSGLDSASCFQVVSLMKGLAQGGRSIICTIHQPSAKLFELFDQLYVLSQGQCVYRGK
VCNLVPYLRDLGLNCPTYHNPADFVMEVASGEYGDQONSRLVRAVREGMCDSDHKRDLGGD
AEVNPFLWHRPSEEVKQTKRLKGLRKDSSSMEGCHSFSASCLTQFCILFKRTFLSIMRDS
VLTHLRITSHIGIGLLIGLLYLGIGNEAKKVLSNSGFLFFSMLFLMFAALMPTVLTFPLE
MGVFLREHLNYWYSLKAYYLAKTMADVPFQIMFPVAYCSIVYWMTSQPSDAVRFVLFAAL
GTMTSLVAQSLGLLIGAASTSLQVATFVGPVTAIPVLLFSGFFVSFDTIPTYLQWMSYIS
YVRYGFEGVILSIYGLDREDLHCDIDETCHFQKSEAILRELDVENAKLYLDFIVLGIFFI
SLRLIAYFVLRYKIRAER

Sequence Alignment (5 representative mammalian species with human sequence in bold):
- Conserved polar residues are highlighted based on conservation scores obtained from
analysis and alignment of 950 mammalian ABCG1 sequences using BLASTp. The conservation
scores were obtained by Consurf (https://consurf.tau.ac.il/consurf_index.php).

Highlighted residues conservation score key:
e conservation score of 7
«  conservation score of 8

e conservation score of 9

*The residues chosen as the involved residues in the ABCG1 Polar relay that displayed polar linkages in a 3D
setting.

XP_030661937. MACLMAAFSVGTAMNASSYSAEMTEPKSVCVSVDEVVSSNMEAAETDLLNGHLKKVDNNL 60

XP_004062897. MACLMAAFSVGTAMNASSYSAEMMEPKSVCVSVDEVVSSNMEATETDLLNGHLKKVDNNL 60

PNJ42434.1 MACLMAAFSVGTAMNASSYSAEMMEPKSVCVSVDEVVSSNMEATETDLLNGHLKKVDNNL 60

NP 004906.3 MACLMAAFSVGTAMNASSYSAEMTEPKSVCVSVDEVVSSNMEATETDLLNGHLKKVDNNL 60

XP_003319138. MACLMAAFSVGTAMNASSYSAEMTEPKSVCVSVDEVVSSNMEATETDLLNGHLKKVDNNL 60

XP_030661937. TEAQRFSSLPRRAAVNIEFRDLSYSVPEGPWWRKKGYKTLLKGIBGKFSSGELVAIMGP] 120
XP_004062897. TEAQRFSSLPRRAAVNIEFRDLSYSVPEGPWWRKKGYKTLLKGIBGKFNSGELVAIMGP] 120
PNJ42434.1 TEAQRFSSLPRRAAVNIEFRDLSYSVPEGPWWRKKGYKTLLKGIBGKFNSGELVAIMGP) 120
NP 004906.3 TEAQRFSSLPRRAAVNIEFRDLSYSVPEGPWWRKKGYKTLLKGISGKFNSGELVAIMGP 120
XP_003319138. TEAQRFSSLPRRAAVNIEFRDLSYSVPEGPWWRKKGYKTLLKGIBGKFNSGELVAIMGPE] 120
XP _030661937. ETGMKGAVLI \4ye 180
XP_004062897. ETGMKGAVLI VO 180
PNJ42434.1 ETGMKGAVLI \4e 180
NP 004906.3 ETGMKGAVLI VQ 180
XP_003319138. ETGMKGAVLI VO 180
XP _030661937. LEL@EKDEGRREMVKEILTALGLLS@ANT] LSGGORKRLAIALELVNNPPVMFF 240
XP_004062897. LELOEKDEGRREMVKEILTALGLLS@ANT] LSGGORKRLAIALELVNNPPVMFF 240
PNJ42434.1 LEL@EKDEGRREMVKEILTALGLLS@ANT] LSGGOQRKRLATIALELVNNPPVMFF 240
NP 004906.3 LELOEKDEGRREMVKEILTALGLLS@ANT] LSGGQRKRLAIALELVNNPPVMFF 240
XP_003319138. LELEEKDEGRREMVKEILTALGLLS@ANT] LSGGERKRLAIALELVNNPPVMFF 240



XP_030661937.
XP_004062897.

PNJ42434.1
NP_004906.3

XP_003319138.

XP_030661937.
XP_004062897.

PNJ42434.1
NP_004906.3

XP_003319138.

XP_030661937.
XP_004062897.

PNJ42434.1
NP_004906.3

XP_003319138.

XP_030661937.
XP_004062897.

PNJ42434.1
NP_004906.3

XP_003319138.

XP_030661937.
XP_004062897.

PNJ42434.1
NP_004906.3

XP_003319138.

XP_030661937.
XP_004062897.

PNJ42434.1
NP_004906.3

XP_003319138.

XP _030661937.
XP_004062897.

PNJ42434.1
NP _004906.3

XP_003319138.

XP_030661937.
XP_004062897.

PNJ42434.1
NP_004906.3

XP_003319138.

PTSGL Fi LMKGLAQG IICTIHQP, LFELFDQOLYVLSQGQCVYRGK
PTSGL; Fi LMKGLAQG IICTIHQP LFELFDQLYVLSQGQCVYRGK
PTSGL Fi LMKGLAQG IICTIHQP, LFELFDQLYVLSQGQCVYRGK
PTSGL: F LMKGLAQG IICTIHQP LFELFDQLYVLSQGQCVYRGK
PTSGL; Fi LMKGLAQG IICTIHQP, LFELFDKLYVLSQGQCVYRGK
VCNLVPYLRDLGLNCPTYHNPADEV] GEYG SRLVRAVREGMCDSDHKRDLGGD
VCNLVPYLRDLGLNCPTYHNPADFVI GEYG SRLVRAVREGMCDSDHKRDLGGD
VCNLVPYLRDLGLNCPTYHNPADEV] GEYG SRLVRAVREGMCDSDHKRDLGGD
VCNLVPYLRDLGLNCP PADF GEY! SRLVRAVREGMCDSDHKRDLGGD
VCNLVPYLRDLGLNCPTYHNPADFVI GEYG SRLVRAVREGMCDSDHKRDLGGD

AEVNPFLWHRPSEEVKQTKRLKGLRKDSSSMEGCHSFSAS
AEVNPFLWHRPSEEVKQTKRLKGLRKDSSSVEGCHSFSAS
AEVNPFLWHRPSEEVKQTKRLKGLRKDSSSMEGCHSFSAS
AEVNPFLWHRPSEEVKQTKRLKGLRKDSSSMEGCHSFSAS
AEVNPFLWHRPSEEVKQTKRLKGLRKDSSSMEGCHSFSAS

*

*  *
VLTHLRITSHIGIGLLIGLLYLGIG GFLFFSMLFLMFAALMPTVLTFPL
VLTHLRITSHIGIGLLIGLLYLGIG GFLFFSMLFLMFAALMPTVLTFPL
VLTHLRIT
VLTHLRIT

IGIGLLIGLLYLGIG! GFLFFSMLFLMFAALMPTVLTFPL
GFLFFSMLFLMFAALMPTVLTFPL

IGIGLLIGLLYLGIG
VLIHLRITSHIGIGLLIGLLYLGIGNEAKKVLSNSGFLFFSMLFLMFAALMPIVLIFPLE

IMFPVA Iv FVLFAAL

IMFPVA IVYW FVLFAAL
IMFPVA IVYW FVLFAAL
IMFPVA IVYW FVLFAAL
IMFPVA IVYW FVLFAAL

LGLLIG. FVGPVTAIPVLLF
LGLLIG FVGPVTAIPVLLF
LGLLIG. FVGPVTAIPVLLF
LGLLIG. FVGPVTAIPVLLF

IPTYLOWM,
IPTYLOWM
IPTY.

IPTYLQWM,

LGLLIG. FVGPVTAIPVLLF gl IPTYLOWM

YVRYGFEGVILSIYGLDREDLHCDIDETCHFQKSEAILRELDVENAKLYLDFIVLGIFFI
YVRYGFEGVILSIYGLDREDLHCDIDETCHFQKSEAILRELDVENAKLYLDFIVLGIFFI
YVRYGFEGVILSIYGLDREDLHCDIDETCHFQKSEAILRELDVENAKLYLDFIVLGIFFI
YVRYGFEGVILSIYGLDREDLHCDIDETCHFQKSEAILRELDVENAKLYLDFIVLGIFFI
YVRYGFEGVILSIYGLDREDLHCDIDETCHFQKSEAILRELDVENAKLYLDFIVLGIFFI

*

SLRLIAYFVLRYKIRAERG678
SLRLIAYFVLRYKIRAERG678
SLRLIAYFVLRYKIRAER678
SLRLIAYFVLRYKIRAER678
SLRLIAYFVLRYKIRAERG678

300
300
300
300
300

360
360
360
360
360

420
420
420
420
420

480
480
480
480
480

540
540
540
540
540

600
600
600
600
600

660
660
660
660
660



