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Return to John Merriam, UCLA Biolegy, LA 90024 FAX 21
REFERENCE:

NAME: OANICE FASCHER. PHONE #_FAX a | 7?—

1. GENE: How do you describe the gene you are reporting on? {

tg,
- mutant name (if any) VUA’Q iﬂﬁfiﬂdktkg
 abbreviation vn oo }f.&f&j

biochemical name (if any) et o o B
_.in (©oE : ~85 kB walk
2. LOCATION: Where is your clone/walk located? YGVe¥) ™ fvm  lcoD
(If you are using a clone from a more extended walk, what. i1s

the location of your gene? ) mm%ﬁg w ple  alleed
AZOO [t from E,ILL;_

bR, O LTt T, LT, YR 0, | oy

©. GIZE: How many Xb did you clone? (round to nearest XDj

v 8BS kb
genomic.myg 200 kb vector/library name
cDNa PO l i ; EE § g %ector/llbrary name Alan Gwman's eye disc chwa
m()l.n‘)mﬂvlﬂ "(L’u}y
4. METHOD: Describe the entrv point for your clone/walk
: - R mw'hupﬁ?£4AL
pricr clone /MH.%.'EL} iafg,@; transposon tag/’rm enha ool froma Buwlin |ad,
- Sl i
expression differential screen
microclone ___©oligonucleotide PCR?
homology

5. SEQUENCE: round to the nearest 10th the kb sequenced
""ﬁzmhmmtﬁf_m&ﬂaﬂh so-fn
genomic - accession #

@qﬁtﬁk?‘§£H§ xg'grkb ‘ accession #
bm%m . ; : CQB?O

PRODUCT: How many aminc acids in the ORF?

List above the predicted function or homology group of the ORF

List above the key words that describe domains in the ORF

6. TRANSCRIPTS: round m RNA sizes to nearest 10th kb, list largeizk;ﬂﬂﬂb

first ~ g kg When/where found? -, wotmi duc &W, cww/aa; nols
: [ Gdults
7. PROTEIN (antibody detecticn) Where found? UL P rdgees s ﬁ
T
8. LAC Z FUSION stain Where found? A
T
9. MORE DETAILS: Ly




vy e CHECGER
N

source_number 1044

full_location |61C cross_locations l_

table_numbers 1,6

gene_name |marbies

gene_abbrev lmarb

product |

YACs 0

kb_cloned_genom 200 vector__genomic|
kb_cloned_cDNA | 1 vector cDNA |

expression

homology

transposon#lag

|
l
microcloning |
|
|

oligonucleotide

clonetechtext |prior clone: marb-emc walk from H. Ellis and J. Posakony.

rearrangement

T_strain I

markers l

kb_seq_genomic 0 acc_number m_genl

kb_seq_old 0

kb_seq_cDNA 0 accmnumber_cDNAI

comments |

ORF_size |
ORF_function |

ORF_domains I

kb_trans_size l9

transc_dist Ithird instar disc, brain complexes, whole adulls

protein_dist I

fusion_dist |

misc_info

full Fischer J; Rubin G. 1990 Drosophila conference.
citation

contact_person Fischer, Janice
lab_address Melton Labeoratory
address_line1l Harvard University
address_line2 7 Divinity Avenue
address line3 Cambridge, MA 02138
address_lined

\ keywords !

phone_number N




DROSOPHILA DATABASE REPORT FORM

Return to John Merriam, UCLA Biology, LA 90024-1606 Fax I
Please verify | ] or correct the address and citation on the reverse.
NAME : PHONE # . FAX #:

1. GENE: How do you describe the gene you are reporting on?

: A g X
mutant name (if any): CE e L

abbreviation: {h'v /

biochemical name (if any):

T3

2. LOCATION: Where is your clone/walk located? e b Lt
(If you are using a clone from a more extended walk, what is the
location of your gene? )

3. SIZE: How many kb did you clone? (round to nearest kb)

genomic ﬂ?ﬁ? vector/linrary name:
cDNA vector/library name:

4. METHOD: Describe the entry »oint for your clone/walk.
prior clone transposon tag
expression differential screen
microclone oligonucleotide PCR?
homology

5. SEQUENCE: How many kb did you sequence? (round to nearest 0.1 kb)

genomic accession #:

CDNA accession #:

PRODUCT: HOW many amino acids in the ORF?

(List above the predicted function or homology group of the ORF)

(List above the key words that describe domains in the ORF)
6. TRANSCRIPTS: (round mRNA sizes to nearest 0.1 kb, list largest 1st):

When/where found?

7. PROTEIN (antibody detection): Where found?
Lac Z fusion stain:
8. TACH I stain: Where found?

9. MORE DETAILS:







