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1.0

Oct2017

Orthology Genome Functional BINCENS
sets browser annotations pages
2.0

Physical . Gene
AR e Phenotypes interactions descriptions
Oct2018
- API Downloads
-~
Genotypes Variants In progress...
Genetic

interactions

Gene pages

Literature
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Questions? Contact Us

@~ “ALLIANCE
@ of GENOME RESOURCES  Release 2.2.0

All ¥ | search a gene, disease or GO term

Home Data~ About ¥ Work Products > News ~ Help ~ Contact Us

The Alliance 2.2 Release is available now.

NEW FEATURES »

MISSION STATEMENT

The primary mission of the Alliance of Genome Resources (the Alliance) is to develop and maintain sustainable genome information resources that
facilitate the use of diverse model organisms in understanding the genetic and genomic basis of human biology, health and disease. This
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Expression
Literature

History

Analyze

Sequence Function Literature Community Q search: actin, kinase, glu

Sequence Protein Gene Ontology Phenotype Disease Interactions Regulation Expression Literature

MIP1 / YOR330C Overview

Standard Name:
Systematic Name:
SGD ID:

Feature Type:

Description:

Name Description:

Comparative Info:

Sequence @

MIP1 1!

YOR330C

SGD:S000005857

ORF, Verified

Mitochondrial DNA polymerase gamma; single subunit of mitochondrial DNA polymerase in yeast, in
contrast to metazoan complex of catalytic and accessory subunits; polymorphic in yeast, petites occur
more frequently in some lab strains; human ortholog POLG complements yeast mip1 mutant; mutations
in human POLG associated with Alpers-Huttenlocher syndrome (AHS), progressive external
ophthalmoplegia (PEO), parkinsonism, other mitochondrial diseases 23456789

Mltochondrial DNA Polymerase *

Integrated model organism details available at fhe Alliance of Genome Resources website

Sequence Details ©
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The Alliance 2.2 Release is available now.
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MISSION STATEMENT

The primary mission of the Alliance of Genome Resources (the Alliance) is to develop and maintain sustainable genome information resources that
facilitate the use of diverse model organisms in understanding the genetic and genomic basis of human biology, health and disease. This
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MIP1 (Sce) 2, Gene

Home Data ~ About ~ Work Products ~ News & Events Contact Us .
mip130 (Dme) 2, Gene
mip120 (Dme) 2, Gene
Cateeony Sy mip120[KG05422] (Dme) i Allele
ii Allele 19 N mip130[1-723+1-36] (Dme) ii Allele

iew As
2, Gene 16 mip120[e00802] (Dme) it Allele
& Gene Ontology i iSlist EuHRER mip120[EY08308] (Dme) ii Allele
- i mip120[EP606] (Dme) if Allele
isease

# MIP1 T, mip130[unspecified] (Dme) ii Allele
Name: Mitochondrial DNA Pol, MP120[P02006] (Dme) ii Allele

Synonyms: YOR330C

Source: SGD:S000005857

Biotype: protein coding gene

Symbol: MIP1(Sce)

GeneSynopsis: more frequently in some lab strains; human ortholog POLG complements
yeast mipI mutant; mutations in

mip120 (Drosophila melanogaster) % Gene
Name: Myb-interacting protein 120
Synonyms: Not Available
Source: FB:FBgn0033846
Biotype: protein coding
Symbol: mip120(Dme)

mip120[KG05422]' (Drosophilamelanogaster) ii Allele
ID: FB:FBal01375%96
Gene: mip120 (Dme)
Synonyms: Not Available
Diseases: Not Available
Symbol: mip120[KG05422](Dme)
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MIP1

Saccharomyces
cerevisiae
SGD:S000005857 &

Sequence Feature Viewer

Function - GO Annotations

Orthology

Phenotypes

Disease Associations

Expression

Alleles
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MIP1

Species
Symbol
Name
Synonyms
Biotype

Automated Description

SGD Description

Genomic Resources

Additional Information

Saccharomyces cerevisiae

MIP1

Mltochondrial DNA Polymerase
YOR330C

protein coding gene

Exhibits 3-5' exonuclease activity and DNA-directed DNA polymerase activity;
involved in mitochondrial DNA replication; localizes to the mitochondrion; used
to study several diseases, including Alpers syndrome, chronic progressive
external ophthalmoplegia, and peripheral nervous system disease.

Mitochondrial DNA polymerase gamma; single subunit of mitochondrial DNA
polymerase in yeast, in contrast to metazoan complex of catalytic and accessory
subunits; polymorphic in yeast, petites occur more frequently in some lab
strains; human ortholog POLG complements yeast mip1 mutant; mutations in
human POLG associated with Alpers-Huttenlocher syndrome (AHS), progressive
external ophthalmoplegia (PEO), parkinsonism, other mitochondrial diseases

NCBI_Gene:854508 &'
UniProtKB:P15801 '

Literature &'
Saccharomyces

alliancegenome.org SR Gaioll dowed



MIP1 Sequence Feature Viewer / Linkout to genome browser

Saccharomyces

- Genome location chrXV:939621...943385 (3.76 kb)
cerevisiae
SGD:S000005857 & Assembly version R64-2-1
Summary 940.00k 940.50k 941,00k 941.50k 942.00k

Sequence Feature Viewer —

Function - GO Annotations

Orthology

Function - GO Annotations
Phenotypes

Disease Associations

9
. (/]
Expression 2

O .9
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Alleles N S RO\ Xl D 3PP \\Q\\
D O’b @@ \{b é\s O* er\é\S(b & & O(b Ny (72"

molecular function biological process cellular component
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MIP1 Function - GO Annotations

Saccharomyces o2
g22ve (/]
cerevisiae X Q&
o O 3
SGD:S000005857 o WO%° ¥
& O ( & ® O N g
& o A& S (A &S oSl >
S \'z?g OIPTOARS “(b&%\ie & "eoqo“\er\ NN Y % ) & oY @
ummary o TS SERRRELERER | L RLCEE D0 F8RE ¥ & St Lo
P o5 o&O(@(z}Q}e.&&.\Q\:Qo\oo OF O e 048 & é“go\ SeZs O \\%e“;} & S &
P20 O PPN MR 7 O A OV ARG QT 070 Q7 @ 3L 5 e S
N A R S ML (IR F S C LB 2 2O @B ot R AP B
NS R N PP 2 P D xP00@ QRN @ ¢ N @ O D& a0 R
: Y QOO S N NN ACF CoF KX oS CAOEOES x§ O O SN DD
Sequence Feature Viewer N FEEESITTRLSLELSE L PLL RS GO Q@ow\%@@%o& F FSTSTSELLL L

= H H N N
Function - GO Annotations molecular function biological process cellular component

Orthology ‘ ) | Saccharomyces cerevisiae  MIP1 annotations at GO = to catalysis
Phenotypes
Term Evidence Based on Reference
Disease Associations 3-5' exonuclease activity IDA PMID:20601
IBA PANTHER:PTNOO0030 PMID:21873
Expression 201,
SGD:S000005857
Alleles DNA-directed DNA polymerase activity IDA PMID:20601
IEA InterPro:IPR0O01098  SGD_REF:SO!
InterPro:IPR019760 SGD_REF:SO(
HC7.77 SGD_REF:SO(
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MIP1 Orthology

Saccharomyces Focus gene MIP1 - (Species: Saccharomyces cerevisiae)
cerevisiae Gene tree PANTHER:PTHR10267 &
SGD:S000005857 =
Summar ) ) )
Y Stringency: ‘e Stringent filter (default) Moderate filter No filter / Show all

Sequence Feature Viewer Show additional filters ‘ Reset filters

Function - GO Annotations

Method
Orthology
2

2>
Q
N\ <
Phenotypes (O R F s
G Best S L850 &%
. - = N ORI
Disease Associations Species symbol Count Best® reverse® SISO ooy
Expression Homo sapiens POLG 9 of Yes Yes
10
Alleles
Mus musculus Polg 9 of Yes Yes
10
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@ MIP1 Phenotypes
Saccharomyces cerevisiae based on

SGD:S000005857 &' .
Sortby Default -
Summary Phenotype Term 1 Genetic Entity v Genetic Entity Type v References 1
. abnormal chemical gene PMID:27693354 &
Sequence Feature Viewer .
compound accumulation
Function - GO Annotations abnormal mitochondrial gene PMID:19751518,
genome maintenance PMID:16368709 &
Orthology abnormal vacuolar gene PMID:23383298
morphology
Phenotypes
abnormal vegetative growth gene PMID:12432101 &
Disease Associations absent mitochondrial gene PMID:25170845 =,
genome maintenance PMID:20883824
Expression .
absent respiratory growth gene PMID:20883824 (&,
Allel PMID:19751518 &,
cles PMID:11907266
Molecular Interactions absent respiratory gene PMID:16491467 &
metabolism
decreased acid pH resistance gene PMID:19220866 &'
decreased cell death gene PMID:21814286
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@ MIP1 Disease Associations

Saccharomyces cerevisiae

SGD:S000005857 & Compare to ortholog genes 2]
Stringency: @ Stringent ) Moderate ) Nofilter
Summary POLG(Hsa) X Polg(Mmu) X Polg(Rno) X polg(Dre) X tam(Dme) X polg-1(Cel) X Il Add all

Sequence Feature Viewer

Function - GO Annotations

XY & 'i.\oo
X 23 < < < >
Q D@ S o7 e X X
Orthology RO \ c)ég\(,’; &e‘?":@fb"’ '\q,'bg\c,@ A ;'b"e'(,@ oi{\e,
L Lo LIOLF T SeohidPe o & N
QESILES & LS EE R B LOR P 5 B J & 2
X DN F S XEEE XS 2P & SR B SRNG N 3 N
& o’ 2O KT L EE XN T O K o L @
Phenotypes e \&,0 & \'o°°c,\°) q,“'b(‘?\ &9&6\ d,,A &b \%A A \:;\c‘}'c}e {\\&é‘”@\ d’>\c§° & z&&e s é:b\\,;,o%é
S N @O E Y $ R TOSIUE AN NSRS §F P S PSS
A S X I R R I N e AR AR O @ &8 &S
> @ @& O 2 P o2 N NN S QALK © @ o8 & N AN
X o N O o° 5”& xC L SV o D MY & & NS e
. - & LRANEEY PSSR EEAGETRONH D S Y F I 0N S
Disease Associations & FlBEN & IR EBIE DT CREFF FLEE &S FF R
R N 2 N RO & < G2 <&
P DFFPFYE P FESFREETRLEELES P D &€ e
Expression - MIP1 X
1 POLG u B B3
Alleles
@ Polg [4]
=] Polg
Molecular Interactions E]
A2 polg D
%] tam D
@) polg-1 [+]
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@ MIP1 Disease Associations

Saccharomyces cerevisiae

SGD:S000005857 & Compare to ortholog genes 2]
Stringency: @ Stringent ) Moderate ) Nofilter
Summary POLG(Hsa) X Polg(Mmu) X Polg(Rno) X polg(Dre) X tam(Dme) X polg-1(Cel) X Il Add all

Sequence Feature Viewer

Function - GO Annotations

< .oo
& e @ e &S c.,ébc) (1'»"\
Orthology e S FL o HP e &
29,9 A\Z. e 0. (LR L& N
Y3 D 0 L o b\b@@t)" O
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O P & QRIS LB SN O 7 B NG 2 N
& XS & X2 & EY KD (ZxE S & SN Q » 0
@& P EE O NN PPN P L i B oF . N9
Phenotypes & X0 g N (S 66)&"}:\’? cr—ﬁ&‘\e@\c\oq\:,}@@ Lo (& Q,‘o& R rg“'b\&ee’b L
O XN YOS G N @ SIx 0 A\ IS SR RS
XN O LOFELLL O @G KR ST\ S o L@ ° &L
2 AR 2 P 022 N AN S A o @ o8 & N AN
: e oy AL P AGEE RS S8 A‘%@b&" P& N F LS 00 N
Disease A<cnciations & & <2 o?@*é‘o &° S0 ‘o&é@\%,o (9){ SO oS K \'°<\\°é;cé & \q,;"io@& 7’9&6’\\4‘0 ©
o < © @A RO O & S &
P DFFPFYE P FESFREETRLEELES P D &€ e
Expression =« MIP1 =
t) POLG m s
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@ Polg =]
=] Polg
Molecular Interactions E]
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@) polg-1 ]
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MIP1 Disease Associations

Saccharomyces cerevisiae

SGD:S000005857 & Compare to ortholog genes [?)
Stringency: @ Stringent Moderate No filter
Summary POLG(Hsa) X Polg(Mmu) X Polg(Rno) X polg(Dre) X tam(Dme) X polg-1(Cel) X LI Add all

Sequence Feature Viewer

Function - GO Annotations

Orthology

Phenotypes

Disease Ascaciations

Expression

Alleles
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