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Hsa_CEACAM3Cyt_ITAM       TSIQRDLKE—QQPQALAP GRGPSHSSAFS MSPLSTAQAPLPNPRTAASIYE ELLKHDTNIYCRMDHKAEVAS
Hsa_CEACAM4Cyt_ITAM       ASIQRDLRE—QPPPASTP GHGPSHRSTFS --------APLPSPRTATPIYE ELLYSDANIYCQIDHKADVVS

                       (2)                      Cyt1           (0)      Cyt2  (0)     Cyt3
Ami_CEACAM1L2_ITAM        FRHCRR-K---TPRDSKEP---PQVYENLPSPACMGAV AQPGSSLD--PTYQ TLQLGAGDLYQELWT------
Ami_CEACAM1L4_ITAM        -RHCRRKK---TPQGSTDP---PPVYENVNPPACVGAA AQPGSSPD--PTYQ TLQPGTRDLYQELRT------
Ami_CEACAM1L5_ITAM        -RHCRRKK---TPQGSTDP---PPVYENVNPPACVGAA AQPGSSPD--PTYQ TLQPGTRDLYQELRT------
Asi_CEACAM1L1_ITAM        -QHCRRKK---TPQGSKDP---PPVYENVNPPACVGAA AQPGSSPD--PTYQ TLQPGTRDLYQELRT------
Cca_CEACAM3L1_ITAM        DSRCQN-E---TPKENEAP---VPVYENLPPTVGAGPV AQPGSPPDPSPTYQ TLQPRQRDVYEELKK------
Cca_CEACAM3L3_ITAM        DSRCRN-E---TPKENGAP---VLVYENLPLTARPGPV AQPGSPPDPSPTYQ TLQPQQQDVYKELKK------
Cpi_CEACAM1L4_ITAM        -SRCRN-K---TPRENEAP---VLVYENLPPTAWAGPV AQPGSPPDLSPMYQ TLQPRQPDVYEELKK------
Dva_CEACAM1L1_ITAM        -VRHRKDKSYTTTSAATTT---PQIYENILPPGQIKPE IEPESSFEAANIYV ALQPTTQSVYKEIKR------
Mte_CEACAM1L3_ITAM        DSRCRN-K---TPRENEAP---VLVYENLPPTAWVGPV AQPGCPPDPSPTYQ TLQPRQPDVYEELKK------
Cpi_CEACAM1L5_ITAM        -SRCQN-E---TPKENEAP---VLVYENLPPTSWAGSV AQPGSPPDPSPTYQ TLQLRKPDVYEELKK------
Pvi_CEACAM1L2_ITAM        --RHQNVK---TDSPVIIA---PNLYENILPSGPVRTG ANPESSSGTSQTYE TLQFRDQAVYQEIK-------
Spu_CEACAM1L2_ITAM        YVRSRG-K---TPRESGTA---PSEYENLPLAAQKGQE AKLESPPDPSSTYE MLQHGDRAVYDELKK------
Spu_CEACAM1L11_ITAM       -AHGQS-E---TPVESMTA---PS-YENSIPAAQKEPA AKLKDALDP--TYE VLQHGDQAVYDTLRR------
Vko_CEACAM1L1_ITAM        -ARCQKKR---MSTQANTV---ASLYENVPASRQ---- VKKGNSSEASNIYE TLQPGGENVYNELKS------
Vsa_CEACAM1L1_ITAM        -ARCRTKR---TSTQATTM---PSLYENVPASRQ---- VKKGNSSEASNIYE TLQAGSENVYHDLKR------
Zvi_CEACAM1L2_ITAM        -VCRRNGK---TSTQVVST---PQIYENVPPPGQVHH- ---ENSSSAANTYE TLQPRIPSVYEEIQR------

                            ITIM           S/I/V/LxYxxV/L             ITAM   Yx xL/I x6-8  YxxL/I 
                            Endocytic motif        YxxL/M/V/I/F
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Supplementary Figure 9 – Reptile CEACAM with ITAM or ITAM-like signaling motifs. The amino acid sequences of cytoplasmic domains of selected reptile species and for comparison human CEACAM3 and CEACAM4 were aligned using the KALIGN multiple protein sequence alignment program. Amino acids identical in all sequences are shown in red, conserved amino acids in green, less conserved amino acids in blue. The position and phases (0, 1, 2) of the introns are indicated. Please note, that the reptile CEACAM ITAM-containing cytoplasmic domains are encoded by 3, the human CEACAMs by 4 exons. Consensus sequences for ITAM, ITIM and endocytic motifs are indicated at the bottom[1-3]. For the three-letter abbreviation for species names see Supplementary Table 1.
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