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Rattus notvegicus (Rat).
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SEQUENCE FROM N.A.RC STRAIN=WISTAR:
TISSUE=TESTIS:
MEDLINE: 92253337.BA  Mueller D., Rehbein M.. Baumeister
H.. Richter D.:
small nuclear ribonucleoprotein particle (snRNP).":
Nucleic Acids Res. 20:1471-1475(1992).
~1- FUNCTION: E3 UBIQUITIN-PROTEIN LIGASE WHICH
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EMBL: X64411; CAA45756.1! -
Ubiquitin conjugation: Ligase.
DOMAIN 77 88 ASP/GLU-RICH (ACIDIC).
SEQUENCE 883 AA: 100368 MW: ABD7E3CD53961878
CRC64:
ADAVFSAMDL AFAVDLCKEE GGGQVELIPN GVNIPVTPQN

RX
RT
RL
cC

cC

VYEYVRKYAE HRMLVWWAEQP LHAMRKGLLD VLPKNSLED

aY 2 SWISS-PROT Z#3¢d
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