KIAA1704 Annotated Charge Multiple Sequence Alignment
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SS.SSDSSDSDEDSSSLYE. Human

KSS.SSDSSDSDEDSSSLYE. Chimp
SS.SSDSSDSDEDSSSLYE. Monkey
SS.SSDSSDSDEDSSSLYE. Elepha
SC.SSESSDSDEDSSSLYE. Boar

SC.SSDSSDSDEDSSSLSE. Mouse
MARDLIGPALPPGFHAGGSAEDEER KSS.SSESSDSDEDSSSLSE. Cattle
MARELIGPALPPGF RRAEEDPO. ELGQVAGPALPPPYRSSSSSEAPDSDDDSESLPLP Chicke
MARQLIGPALPPGF RRAEAE'GE.DFSQV PALPPDYKSSCSSETPDSDDDSESLPLP ZebraF

cNAC

A

MARDLIGPALPPGF GTAEDﬁE‘
MARDLIGPALPPGF GTAEDEER
MARDLIGPALPPGF GTAEDEER
MARDLIGPALPPG GTAEDEER
MARDLIGPALPPGF GSAEDEER
MARDLIGPALPPGFKEHATVEDEER
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p P
59 .EGNQESEEDDSG.PTARKQRKNQD....DDDDDDDGFF

59 .EGNQESEEDDSG.PTARKQRKNQD....DDDDDDDGFF
59 .EGNQESEEDDTG.PTARKQRKNQDKDDDDDDDDDDGFF!
59 .EGNQESEEDDTG.PTARKQRRNQD....DDDDDDDGFF!
59 .EGNQESEEDDTG.ATARKQRRHEE....DDDDDDEGFF!
59 .EGNQESEEEDTG.PNAKKQRRNQD.....DDDDDDGFF
59 .EGNQESEEDDTG.PPARKQRKNQD....DDDDDDEGFF
60 RDTGGDSGEDSEGASQPKKPRRIQE.....NDDDDDGFF
60 RDTNRDSEEETEGDPAPKKPKRIHE......DDDDDGFF

PRPIIG Human

PRPIIG Chimp
PRPIIG Monkey
PRPIIG Elepha
PRPIIG Boar

PRPIIG Mouse
PRPMIG Cattle
ERPIIG Chicke
ERPIIG ZebraF
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113 |PALPPGFIKSTQKSDKGRDD tessans D.EDIIGPMPAKGPVNYNVTTE Human
113 |PALPPGFIKSTQKSDKGRDD tessene D.EDIIGPMPAKGPVNYNVTTE Chimp
117 |PALPPGFIKSTQKSDKGRDD EEEEEE D.EDIIGPMPAKGPVNYNVTTE Monkey
113 |PALPPGFIKSTQKSDKGRD. tesssns DDEDIVGPMPAKGPVNYSVTTE Elepha
113 |PALPPGFIKSTQKSDRSRDD ISSYFNSE E.EDIVGPMPAKGPVNSSVSTE Boar
112 |PALPPGFIKSPQFKDKGRED VSSFFN.S D.EDIVGPMPAKGPVNYSVTTE Mouse
113 |PALPPGFLKSTQKSDEGRSD EEEREE BSEE .EDIVGPMPAKGPVNSSVTAE Cattle
115 |PALPPGFRKSAQDTESNTSS SASSQF.TQ SSEEEDNIIGPMPAKGPVESDVTQE Chicke
114 EPLPPGP PSEDTRSSRSF [ FP BSEDEDNLIGPMPAKGPVESDVAKE ZebraF

q Gly

P P
EKLTKGDDDSSKPIVRE TEL MKD GPRTFKRRADDTSGDRSIW Human
EKLTKGDDDSSKPIVRE TEL MKD GPRTFKRRADDTSGDRSIW Chimp
EKLTKGDDDSSKPILRE TEL MKD GPRTFKRRADDTSGDRSIW Monkey
.'KLTRGDDDSPKPITRE TEL MKD PRTFKRRADDKSGDRSIW Elepha
EKLTKGDNDSSKPITRE TEL MKD GPRTFKRKADDKSGDRSVW Boar
170 FEKRAQR "KLTKGDDDSSKPITRE TEL MKE PRTFKRRADDKSGDRSVW Mouse
164 FEKRAQR ‘ KLTKGDDDSSKPITRE TEL MKD GPRTFKRRADGKSGDRSVW Cattle
174 FERRAQR “:KLTSADSDEPKQVTRE EL LKS GPRTFKRRAEDKSGDRSVW Chicke
166 FERRAQRMKEKLTSADSDEPKQVTRE TEL LKS GPRTFKRRADDKSGDRSVW ZebraF

164 FEKRAQR
164 FEKRAQR
168 FEKRAER
165 FEKRAQR
172 FEKRAQR
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113
113
117
113
113
112
113
115
114

164
164
168
165
172
170
164
174
166

Gly
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PALPPGFIKSTQKSDKGRDD ceeeee . QOET D.EDIIGPMPAKGPVNYNVTTE
PALPPGFIKSTQKSDKGRDD .......009“ D.EDIIGPMPAKGPVNYNVTTE
PALPPGFIKSTQKSDKGRDD veeeessQOE D.EDIIGPMPAKGPVNYNVTTE
PALPPGFIKSTQKSDKGRD .......QQDa DDEDIVGPMPAKGPVNYSVTTE
PALPPGFIKSTQKSDRSRDDPGRISSYFNSEKE E.EDIVGPMPAKGPVNSSVSTE
PALPPGFIKSPQFKDKGREDPAGRVSSFFN.SEE D.EDIVGPMPAKGPVNYSVTTE
PALPPGFLKSTQKSDEGRSD voeeeesQKE E.EDIVGPMPAKGPVNSSVTAE
PALPPGFRKSAQDTESNTSS SASSQF.TQ EEDNIIGPMPAKGPVESDVTQE
PALPPG{;:PSEDTRSSRSF L JP DEDNLIGPMPAKGPVESDVAKE
\ > .
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FEKRAQRMKEKLTKGDDDSSKPIVRE TELHPEMKD PRTFKRRADDTSGDRSIW
FEKRAQRMKEKLTKGDDDSSKPIVRE TELHPEMKDHGLGPRTFKRRADDTSGDRSIW
FEKRAERMKEKLTKGDDDSSKPILRESWMTELHPEMKD PRTFKRRADDTSGDRSIW
FEKRAQRMKEKLTRGDDDSPKPITRE TELHPEMKD PRTFKRRADDKSGDRSIW
FEKRAQR "KLTKGDNDSSKPITRE TELHPEMKD PRTFKRKADDKSGDRSVW
FEKRAQFR “=KLTKGDDDSSKPITRB EL MKE PRTFKRRADDKSGDRSVW
FEKRAQRMKEKLTKGDDDSSKPITRE TELHPEMKD PRTFKRRADGKSGDRSVW
FERRAQRMKEKLTSADSDEPKQVTRE ELHPELKSHGFGPRTFKRRAEDKSGDRSVW
FERRAQRMKEKLTSADSDEPKQVTRE TELHPELKSEGFGPRTFKRRADDKSGDRSVW

Human
Chimp
Monkey
Elepha
Boar
Mouse
Cattle
Chicke
ZebraF

Human
Chimp
Monkey
Elepha
Boar
Mouse
Cattle
Chicke
ZebraF



KIAA1704 Annotated Charge Multiple Sequence Alignment

Charges

Acidic= Red font

Basic= Blue font

Neutral= Black font

Experimental Post-Translational Modification Sites

Acetylation

A2

Yellow Highlight

Phosphorylation

S105, T138, S140, S141

Teal Highlight

Conserved Predicted Post-Translational Modification Sites

Tool Amino Acid Site Sequence Label
Glycation S41, D104, G134, K172, D306, Glyc

S332, N337, M338
O-linked N-acetylglucosamine D52 OGIcNAc
Kinase Specific Phosphorylation S141 (CKII), S190 (PKA), S270 KSP

(PKC)
SUMO Protein Attachment K153 SUMO

Serine Phosphorylation

28,42,43,44, 46, 47, 49, 55, 64,
69, 105, 126, 140, 141, 182, 190,
217,243, 244, 245, 254, 266, 275,
332

p above sequence

Threonine Phosphorylation

226

p above sequence

Conserved Single Nucleotide Polymorphisms (SNPs)

Normal Charge Converted SNP Charge Visual Representation
Acidic/ Neutral Basic Blue rectangle
Basic/ Neutral Acidic Red rectangle
Acidic/ Basic/ Neutral Neutral Purple rectangle
Basic STOP

Lime green rectangle




