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The rat major histocompatibility complex (MHC) encodes three isotypic class 11 a, , he-
terodimers referred to as RT1.B, RT1.D and RT1.H. Two serologically discrete a, i hete-
rodimers have previously been identified at the cell surface of LEW rat splenocytes (1). It
was suggested that the two polypeptide chain complexes represent stable conformation
isorers formed posttranslationally by a rearrangerent in association of the RT13.B a and
f chains. To examine this notion by means of transfection experiments we decided to
establish full length cDNA clones for the two RT1.B I subunits including the invariant y
chain (2). A cDNA library was prepared in X gtll and was probed with a RT1.B u a cDNA
(3) to identify positively hybridizing phages. 22 phage clones were obtained. The nucleoti-
de sequence of the insert derived from the longest cDNA clone pLRa42.1 is presented
(Fig.1). Comparison between the sequence of pLRa42.1 and the RT1.BU a clone revealed
sequence identities of 96.3 X at the DNA level while the sequence identity between
pLRa42.1 and a number of mouse I-A a and human HLA-DC a cDNA clones ranged from
86.1 to 87,3 Z and 70,1 to 78,5 Z at the DNA level.

Net Pro Leu Ser Arg Ala Lou lie Leu Gly Val Leu Ala Leu Thr Thr Met Leu Ser
AACACTACAMM MOAACAOA ATM CCG CTC AOC AGA OCT CTO ATT TTO CC6M6TC CTC 6CC CTG ACC ACC ATG CTC AOC t1

Pro Cys Gly Gly Gln Asp Asp Ile Glu Ala Asp His Val Ala Ala Tyr Gly Ile Asn Met Tyr Gln Tyr Tyr Glu Ser Arg Gly
CCC TOT6OA OGT CAA AC GAC ATT CU 6CC GAC CAC GTA 6CC GCC TAT OGT ATA AAT ATG TAT CA TAT TAT GAA TCC AGA 66C 115
Gin Phe Thr His Glu Phe Asp Gly Asp Glu Glu Phe Tyr Val Asp Leu Asp Lys Lys Glu Thr Ile Trp Arg Ile Pro Glu Phe
CAM TTC ACA CAT MAA TTT MAT 66T MAC AO MAA TTC TAT GTG MAC TTG MAT MM AAM MAO ACC ATC TOO A66 ATC CCC MAO TTT 25S
Gly Gln Leu Thr Ser Phe Asp Pro Gin Gly Gly Leu Gin Asn Ile Ala Ile Ile Lys His Asn Lou Glu lie Leu Met Lys Arg
6MA CAM CTO ACA AOC TTT MAC CCC CAA UT GA CTT CAA MAT ATA OCT ATA ATA AAA CAC AAT TTM GAA ATC TTM ATM AAG AGO 3S
Ser Atn Ser Thr Gin Ala Val Asn Lys Val Pro Glu Ala Thr Val Phe Ser Lys Ser Pro Val Leu Leu Gly Gln Pro Asn Thr
TCA AAT TCA ACC CAA OCT 6TC AAC AAC TT CCT MAO MCG A^C 6TO TTI TCC AAM TCC CCT OTG CTG CTG 00T CAM CCC AAC ACC 421
Leu Ile Cys Phe Val Asp Asn Ile Phe Pro Pro Val Ile Ain lie Thr Leu Val Glu Asn Ser Lys Pro Val Thr G6u Gly Val
CTC ATC TOC mI TA MAC MC ATC TTI CCT CCT 6J0 ATC AAT ATC ACA TIM OTI MAO MC A6C MO CCA GIC ACA GAA OK GTT 511
Tyr Glu Thr Ser Phe Leu Ser Asn Pro Asp His Ser Phe His Lys Met Ala Tyr Leu Thr Phe Ile Pro Phe Asn Asp Asp Ile
TAT MAG ACC AOC TTC CTI TCC AAC CCT MAC CAT TCC TTC CAC AAG ATM OCT TAC CTC ACC TIC ATC CCT TC AAC MAC MAC ATI 595
Tyr Asp Cys Lys Vol G6u His Trp Gly Lou Asp Giu Pro Val Leu Lys His Trp Glu Pro Glu Val Pro Ala Pro met Ser Glu
TAT MAC TOC AAM 00 MAO CAC TOO MC CM MAC MAO CCG GTT CTA AAA CAC 1K WAA CCT MAO OTI CCA OCC CCC ATM TCA MAO 015
Leu Thr Glu Thr Val Val Cys Ala Leu Gly Leu Ser Val Gly Leu Vol Gly Ile Val Val Gly Thr Ile Phe Ile Ile Gln Gly
CTG ACA MAO ACI 010 GTC TOT OCC CI 00 TTM TCT 0T1 MC CTC T OGC ATC 010 GTG 6OC ACC ATC TIC ATC ATI CAA 66C 103
Leu Arg Ser Asp Gly Pro Ser Arg His Pro Gly Pro Lou
CTG CMA TCA MAT OK CCC TCC AMA CAC CCA C66 CCC CTI TMA TCACAO OCTCCCTCTACAMOOAAMATOTAMTOTOIO W0
OOOOIMACCTOOCACAGTGTITTCTOCCCCAATTCATCOTMTICTITCTCTICICCTOOTOTCICCCATCTOCTCTICCCTOGCTCCACCTCATOC 911
TCTCAC0CCCTTGGAATTCTCCCCTMAGM CATTTTOCATCTTCCMAGCGAATCTACTATAMATTCCGAOACCCTMATTMATOCTCCACCMACCAATWC 1002
CTCTTATMGTTM 1095

Fig.1: Nucleotide sequence of cDNA clone pLRa42.1 including the deduced amino acid se-
quence. The stretch of sequence representing the putative transmembrane region is un-
derlined. The two asterisks mark potential N-glycosylation sites.
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