
1 - TTCGGATCCTTGCGCCACTCGCACTGTTCCCCCTCCTTACCCCGAGAGGCCCATGAGTCC

61 - GAACCCCTCCCCGCCAGCCTCCACGTCGCCGACCCGCAATGGCCAAGCGCAGTTCGCTGT
M A K R S S L S

121 - CCATCCGAATCGTAGAAGGGAAAAATCTGCCCGCCAAGGACATCACGGGCAGCAGCGACC
- I R I V E G K N L P A K D I T G S S D P

181 - CCTACTGCATCGTGAAGGTGGACAATGAACCCATCATCAGGACAGCCACTGTGTGGAAGA
- Y C I V K V D N E P I I R T A T V W K T

241 - CCCTGTGCCCCTTCTGGGGTGAAGACTACCAAGTACACTTGCCCCCCACGTTCCACACGG
- L C P F W G E D Y Q V H L P P T F H T V

301 - TGGCCTTCTATGTCATGGATGAGGATGCCCTTAGCCGGGACGATGTGATCGGGAAGGTCT
- A F Y V M D E D A L S R D D V I G K V C

361 - GCCTCACGAGGGACGCGCTAGCCTCTCACCCAAAGGGATTCAGTGGATGGACCCACCTGG
- L T R D A L A S H P K G F S G W T H L V

421 - TGGAGGTGGACCCGAACGAGGAGGTGCAGGGTGAGATCCACCTGCGCCTGGAGGTGGTGC
- E V D P N E E V Q G E I H L R L E V V P

481 - CAGGGGTCCATGCCAGCCGGCTGCGCTGCGCGGTGCTTGAGGCGAGGGACTTAGCACCAA
- G V H A S R L R C A V L E A R D L A P K

541 - AAGATCGGAATGGCGCATCTGACCCTTTTGTCCGAGTGCACTACAATGGCCGGACCCAGG
- D R N G A S D P F V R V H Y N G R T Q E

601 - AGACCTCGGTGGTGAAGAAATCCTGCTACCCACGCTGGAATGAGACATTTGATTTTGAGC
- T S V V K K S C Y P R W N E T F D F E L

661 - TGGAAAAAGGAGCCTCAGAAGCACTGCTGGTGGAGGCCTGGGACTGGGATCTTGTTAGCC
- E K G A S E A L L V E A W D W D L V S R

721 - GGAATGACTTTCTAGGCAAAGTGGCGGTCAATGTCCAGAGACTTTGTTCAGCCCAGCAGG
- N D F L G K V A V N V Q R L C S A Q Q E

781 - AAGAGGGCTGGTTCCGGCTGCAGCCTGACCAGTCCAAAAGCCGTCAAGGCAAGGGCAACC
- E G W F R L Q P D Q S K S R Q G K G N L

841 - TGGGCTCCTTGCAGTTGGAAGTGCGGCTGCGGGACGAGACAGTGCTGCCGTCCGTCTGCT
- G S L Q L E V R L R D E T V L P S V C Y

901 - ACCAGCCCCTGGTACAACTGTTGTGCCAGGAGGTGAAGCTGGGCACTCAGGGCCCAGGAC
- Q P L V Q L L C Q E V K L G T Q G P G R

961 - GGCTGATTCCTGTCATTGAGGAGACAACTAGTGCCGAGTGTCGCCAGGAAGTGGCCACCA
- L I P V I E E T T S A E C R Q E V A T T

1021 - CCCTGCTCAAACTCTTCCTGGGGCAGGGGCTGGCCAAGGACTTTCTGGATCTGCTTTTTC
- L L K L F L G Q G L A K D F L D L L F Q

1081 - AGCTGGAGCTGGGCCGCACCAGTGAAGCCAACACCCTCTTCCGGAGCAATTCTCTGGCCT
- L E L G R T S E A N T L F R S N S L A S

1141 - CAAAGTCCATGGAGTCTTTCCTGAAGGTGGCAGGGATGCGCTATCTGCATGGCATCCTGG
- K S M E S F L K V A G M R Y L H G I L G

1201 - GCCCCATCATTGACAGAGTGTTCGAGGAGAAGAAGTACGTGGAGCTGGACCCCAGCAAAG
- P I I D R V F E E K K Y V E L D P S K V

1261 - TGGAAGTTAAGGATGTAGGGTGCTCTGGGCTGCACCGCCCACAGACCGAAGCTGAAGTGT
- E V K D V G C S G L H R P Q T E A E V L

1321 - TAGAGCAGAGTGCACAGACGCTGCGTGCCCACTTAGTGGCGCTGCTGAGCGCCATATGCC
- E Q S A Q T L R A H L V A L L S A I C R

1381 - GCTCGGTTCGCACGTGCCCAGCCATCATCCGCGCCACATTCCGGCAGCTGTTCAGGCGCG
- S V R T C P A I I R A T F R Q L F R R V

1441 - TGCGCGAGCGCTTCCCGAACGCCCAGCACCAGAACGTACCATTCATCGCGGTCACCAGCT
- R E R F P N A Q H Q N V P F I A V T S F

1501 - TCCTGTGCCTGCGCTTCTTCTCTCCCGCCATCCTGTCGCCCAAGCTCTTCCACCTGCGAG
- L C L R F F S P A I L S P K L F H L R E

1561 - AGCGGCATGCAGATGCCCGCACCAGCCGCACGCTGCTTCTGCTGGCCAAGGCGGTCCAGA
- R H A D A R T S R T L L L L A K A V Q N

1621 - ACATAGGCAATATGGACACACCGGTCTCTAGGGCCAAAGAGTCGTGGATGGAACCACTCC
- I G N M D T P V S R A K E S W M E P L Q

1681 - AGCCTACCGTGCGCCAGGGCGTGGCGCAGCTGAAGGACTTCATTATGAAGCTTGTGGACA
- P T V R Q G V A Q L K D F I M K L V D I

1741 - TAGAAGAAAAGGAAGAGCTGGACCTGCAGCGGGCTTTGAACTCACAGGCACCACCTGTGA
- E E K E E L D L Q R A L N S Q A P P V K

1801 - AGGAGGGACCATTGTTCATCCACAGGACCAAAGGCAAAGGCCCTCTTGCATCCTCCTCGT
- E G P L F I H R T K G K G P L A S S S F

1861 - TCAAGAAACTCTACTTCTCCCTTACCACTGAAGCCCTCAGCTTCGCCAAGACGTCCAGCT
- K K L Y F S L T T E A L S F A K T S S S

1921 - CCAAGAAAAGCACCTTCATCAAGCTGGCCAGCATCCGGGCTGCGGAGAAGGTGGAGGAAA
- K K S T F I K L A S I R A A E K V E E K

1981 - AGAGCTTCGGCAGCTCCCACATCATGCAGGTCATCTATGCAGATGATGTTGGCCGTGCCC
- S F G S S H I M Q V I Y A D D V G R A Q

2041 - AGACTGTCTACCTGCAGTGCAAGTGTGTGAACGAGTTGAACCAGTGGCTGTCTGCATTGC
- T V Y L Q C K C V N E L N Q W L S A L R

2101 - GCAAAGCGAGCACCAACAACAGGGGCCTCCTACGGTCATACCATCCTGGCATCTTCCGTG
- K A S T N N R G L L R S Y H P G I F R G

2161 - GGGACAAGTGGAGCTGCTGTCACCAGAAGGACAAGACAGATCAGGGATGTGACAAGACCC
- D K W S C C H Q K D K T D Q G C D K T H

2221 - ACTCTCGGGTGACCCTGCAGGAATGGAATGACCCACTGGATCATGACCTTGAGGCTCAGC
- S R V T L Q E W N D P L D H D L E A Q L

2281 - TCATCTACAGGCACCTGCTAGGCGTGGAGGCTGCTCTGCGGGAAAGATACCAGCTCCTGC
- I Y R H L L G V E A A L R E R Y Q L L R

2341 - GTGGGGCGACAGAAGCAGGTGTCTCACCCACGGGCTGTGATGGAGCTCCCGAGGACTCGC
- G A T E A G V S P T G C D G A P E D S L

2401 - TGGCCCAGCTGCTTCGTGTGCTGCAAGACCTTCGAGAAGCCCACGGCTCCAGCCTGGCCA
- A Q L L R V L Q D L R E A H G S S L A S

2461 - GCCCAGCAGCCAGAGAGCCCCATCACCTTCTAGAGCTACAGACGTGAGGTGTCCGTGAGG
- P A A R E P H H L L E L Q T *

2521 - TGTCCATCAAGCCCCTGTTAGGTGTTTGCAGATCCGAGCTCGGG - 2564
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Supplemental Figure 1 cDNA sequence of mouse CAPRI and its protein translation.

Mouse CAPRI cDNA was isolated by RT-PCR of C57BL/6 mouse thymus mRNA based

on sequences from a gene product obtained in a differential analysis. The gene bank acces-

sion number for mouse CAPRI is AY591339.


