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The invariant y chain represents the principal constituent of a group
of invariant polypeptide chains that were identified in transient associa-
tion with polymorphic MHC class II a,B heterodimers during their intra-
cellular transport to the cell surface (rev. in 1). Because studies involv-
ing rat class II antigens revealed an interesting relationship between y
and the polymorphic a,.B heterodimers at the posttranslational level (2,3)
we decided to determine the primary structure of the rat invariant y
chain. A Xgtll cDNA library was constructed using poly(A) RNA en-
riched from LEW rat spleen cells. Clones hybridizing to a mouse y chain
cDNA probe (4) were identified and the phages purified. The complete
nucleotide sequence of the longest insert representing clone pLRy34. 3
was determined, employing the dideoxy chain termination method (Fig.
1). Comparison of the y chain nucleotide sequences of rat, mouse, and
human revealed high levels of homology (89,8% identity between rat and
mouse and 82,6% between rat and human).

Het Asn Aso Gin Arg Asn Leu Ile Ser Asn His Giu Gin Leu Pro 15
SCABABACACCASAACTTBSSS6AAAABCTIABABCTABATC A15 BT SA CAB CBC SAC CTC ATC TCT MC CAT GM CAB CTC CCC 97
Asn Gin 5ly Gin Arg Ali Arg Ala Pro Giu Ser Asn Cys Asn Arg Sly Vai Leu Tyr Thr Ser Val Ser Val Lou Val Ala Leu 43
ATC CTB SOC CAB COT OCT AGA C CCAGM AC AATT1 ACACC T6ccATC CTTAC AC MCTSIC ICT!SC CTIBTIKT CS 181
Lou Leu Ala SlY Gin Ala Thr Thr Ala Tyr Phe Leu Tyr Gin Sin Sin Sly Arg Leu Asn Lys Leu Thr Val Thr Ser Gin Asn 71
CTC- ITS KT W CAB BCC ACC ACT 6Cf TC TIC 55 TMC CM CAB CAM eSC CKCSIC eAA CTS ACC STC CC TCC CB AMC 265
Leu Gin Leu Giu Asn Lou Arg Het Lys Leu Pro Lys Sor Al Lys Pro Vil Ser Pro not Arg Het Ala Thr Pro Leu Leu Het 99
CT CAA CTBA AMC CIT COC AR AM6 CTT CCB MA TCT OC AAA CCT BTACAK CCAATCcAs KCIT ACT CCC TT1 CIB AIS 369
Arg Pro Leu Ser Met Asn Asn Hot Leu Sin Ala Pro Val LYS Asn Vai Thr Lys Tyr Sly Asn Het Thr 61n AsP His VYl Het 127
CK CACC TCC ATB SAT AC ATS CTC CM S CCCCBIAMf MIAST MCC MB6 TAT NC AC ATB AC CM SM CMCBIB AT$ 33
His Leu Leu Thr Lvs Ser Sly Pro Leu Asn Tyr Pro Sin Leu Lis Sly Ser Phe Pro Sly Asn Leu Lys His Leu Lvs Asn Ser 155
CMc CB CIT CC AMc TCT SBA CCC 5T1cCTMCWcACuCT$ AM N AK TTC CCB SM MT CTB AM CM CTT AM AC TCT 517
Hot Asn Sly Leu Ann Trm Lys Va1 Phe Giu Ser Trm not Lvs Sin tro Leu Leu Phe Siu Het Ser LYS Asn Ser Leu 6Su Siu 183
AT MAT NOT CTC SM TNO AM$ STC TTT SM AK IN AIS MA CM ITnCT1 T MA AS AKC AS AMc TCC CIB GU SM 601
Lvs Sin Pro Thr Gin Thr Pro Pro Lys Giu Pro Lou Asp Het Siu Asn Pro Ser Ser GiY Leu Siy Via Thr LYS Gin Ann Het 211
AM CA$ CCC ACCCM MT CACC SI MA S WCA CB SM ATS BAA AC CWA TCT UCT N CTG GSA SIBMcC AM CM SAT AIB 685
Siy Gin Het Phe Lou 216
SOC CM ATB TICTTSTIS MACMAMCCMCTCICMCCMTCCCCITTCCCTM_CATCMCCAIICTCTTCCT 790
KCCTGKTAATGACTKTTCACC6T=TGACACAACAA __ 6__@CC CT CTACCCTSCTA6 901
SACCCCCATTTCTOACCCATTIKCMTCTTMTAATST6BBCTCTSMATCTAMS=CTBMSBISBAS TCIMCABTSTCIICS1012
TCTTCICAMAMMAACCAAK5C--CMAKAACCCITCCTCATCCTSCCACKCTSNICTKTCMKCAACTTSICMACMCCTTMSCAATNOTTC 1123
MACMTMMSBIASAA6ATUA 1150

Fig. 1: Nucleotide sequence of cDNA clone pLRy34. 3 including the de-
duced amino -acid sequence. The stretch of sequence belonging to the pu-
tative transmembrane region is underlined. The two asterisks denote po-
tential N-glycosylation sites.
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