S2 Table. Best tBlastn resultsfor H11G11- and C7D2- transportersin microbiomes of CD patients, first degreerelatives and healthy subjects.

Microbiome Database Template C7D2 (CD)

e it bes romelogy 1611 bt s Bty el i e s e obomel
status C7D2 (CD) ( identity%)
F1-S Healthy H11G11 27 33 gi160943280 Faecalibacterium prausnitzii M21/2 (99%) H11G11 F1S
C7D2 52 30 gi238874027 Eubacterium eligens ATCC 27750 plasmid (90%) C7D2 F1S
RN T ey aor a0 e ugsazer ostdum pengens st JGSi7zL (2% Ciozeay
H11G11/C7D2 30 100 gi154505099 Ruminococcus gnavus ATCC 29149 (44%) H11G11/C7D2 F2W
''''''''''''''''''''''''''''''''''''''''''''''''' HW11G11/c7D2 23 23 gi189459801 Bacteroides coprocola DSM 17136 (99%)  C7D2/H11G11IaD
"""""""""""""""""""""""""" W1GL 27 3  gi291534767 Roseburia intestinalis M50/1(99%)  H11GI1IR
''''''''''''''''''''''''''''''''''''''''''''''''' Wl1G11/c7D2 25 25 gi153813566 Ruminococcus obeum ATCC29174(73%)  H11G11/C7D2 MH1
''''''''''''''''''''''''''''''''''''''''''''''''' Wl1G11T 21 25 gi269959236 Vibrio harveyi 1IDA3(31%)  HIIGIIMH2
"""""""""""""""""""""""""" W1GL 26 8 gi154505099 Ruminococcus gnavus ATCC 29149 (44%)  H11GIIMH3
''''''''''''''''''''''''''''''''''''''''''''''''' Wl1G11T 26 27 gi291524604 Eubacterium rectale DSM 17629 (100%)  H11GIIMH4
TTTwmoons ety L ANGLUGDE 20 a5 usamiases Rumnococcus obeun ATCC29174 (6] L MUGLYCIOINKS |
H11G11 26 87 gi154505099 Ruminococcus gnavus ATCC 29149 (44%) H11G11 MH6
C7D2 70 29 gi257438598 Faecalibacterium prausnitzii A2-165 (99%) C7D2 MH6
"""""""""""""""""""""""""" W11G11/c7D2 27 33 gi291534767 Roseburia intestinalis M50/1(99%) ~ C7D2/HIIGILMH7
''''''''''''''''''''''''''''''''''''''''''''''''' HWl1G11/c7D2 32 46 gi260589235Blautia hanseniiDSM 20583 (58%) ~ H11G11/C7D2 MH8
''''''''''''''''''''''''''''''''''''''''''''''''' HW11G11/c7D2 28 100  gi154505099 Ruminococcus gnavus ATCC 29149 (45%)  H11G11/C7TD2MH9
"""""""""""""""""""""""""" co2 3 29 gi257413542 Roseburia intestinalis L1-82 (100%) ~ C7D2/HI1GIIMH10
''''''''''''''''''''''''''''''''''''''''''''''''' co2 e 29 gi257438598 Faecalibacterium prausnitzii A2-165 (99%) ~ C/D2MH1L
"""""""""""""""""""""""""" W61 28 100  gi154505099 Ruminococcus gnavus ATCC 29149 (44%)  H11G11MH12
C7D2 52 29 gi238874027 Eubacterium eligens ATCC 27750 plasmid (99%) C7D2 MH12
''''''''''''''''''''''''''''''''''''''''''''''''' H11G11/c7D2 45 30 gi347533214 Roseburia hominis A2-183 (100%)  C7D2/H11G11 UC6
"""""""""""""""" HW11G11/C7D2 27 29 gi494990662 Clostridium asparagiforme (85%)  H11611/C7D2UCT
''''''''''''''''''''''''''''''''''''''''''''''''' H11G11/Cc7D2 28 99 gi547236978 Eubacterium sp. CAG:180(99%)  H11G11/C7D2UC8
e T ey Tanenyoor s a0 ossionts rowebunahommsaz-s3 (e%) Cojmeiiucs
H11G11 27 26 gi547465828 Roseburia sp. CAG:197 (95%) 2;;‘2311 ucis
C7D2 30 22 gi479208413 Faecalibacterium prausnitzii L2-6 (98%) C7D2 UC 18
© V1Ucl9 Healthy | W11G11/C7D2 0 29 2 gi479149068 Roseburia intestinalis XB6B4 (100%) C7D2/H11G11UC19
 vicpizs 0 CDFR co2 s 2 9i238874027 Eubacterium eligens ATCC 27750 plasmid (99%) c/p2cp13
. wvicp2 0 CDFR co2 agx 34
 viep3  CDFR | W1G11L 27 3 9i154505099 Ruminococcus gnavus ATCC 29149 (42%) H11G11CD3
~ vicp4  CDFR co2 a8 3 0i261366220 Subdoligranulum variabile DSM 15176 (66%) C7D2/H11G11CD4
'_'_'_';/'I_'C_D'_;_'_'_'_'_'_'_'_'_C'D__'F; ''''''''''''' W11G11 26 &7 gi154505099 Ruminococcus gnavus ATCC 29149 (44%) H1l1G11CD8
C7D2 52 30 gi238874027 Eubacterium eligens ATCC 27750 plasmid (99%) C7D2 CD8
''''''''''''''''''''''''''''''''''''''''' cp2CcD9
''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''' cp2co11
''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''''' c/p2cp14
"'"':/'1';_'1'""'"""""C'I; """""""" W1G11 27 3 0i160943280 Faecalibacterium prausnitzii M21/2 (99%) H11G11CD1
C7D2 52 29 gi238874027 Eubacterium eligens ATCC 27750 plasmid (99%) C7D2 CD1
 vaiecd6 @ co2 s 3 9i238874027 Eubacterium eligens ATCC 27750 plasmid (99%) cp2coe
"'"':/'1';_'1'2""'"""""C'I; """""""" W11G11 28 Y gi 291534591 Roseburia intestinalis M50/1 (80%) H11G11CD12
C7D2 92 31 gi154503147 Ruminococcus gnavus ATCC 29149 (83%) C7D2 CD12
 viepas @ co2 e 31 gi257438598 Faecalibacterium prausnitzii A2-165 (75%) c/p2cp15
~ Template H11G1l-transporter 29 100  gi154505099 Ruminococcus gnavus ATCC 29149 (44%)
T _T;;i;t'e_ C;D_Z;ra_ns_p;rt_er ____________________________________________ ;(;; ''''''''''''''''''''' ; ,_; _____________________ gi154505099 Ruminococcus gnavus ATCC 29149 (83%) T

Spanish subjects are underlined. They include both CD-related families and healthy subjects (CD-unrelated). *: truncated sequences (<150 amino acids).



