Additional file 3 for
“Remote homology searches identify bacterial homologues of eukaryotic lipid transfer proteins,
including Chorein-N domains in TamB and AsmA and Mdm31p”
Pairwise comparisons in HHpred, corresponding to results in Figure 3A (page 1-8) and in Figure 4C
(page 8-16). All MSAs are after 3 rounds of PSI-BLAST, and are supplied in Supplementary File 1.
Also, included for comparison: BPI_N vs BPIl_C (page 16).

igure 3A

DUF4403C [hit #1] &DUF4403N [hit#2] vs. YceB (whole domain MSA)

Query Q_Novo_D4403_p3

Match_columns 489

No_of_ segs 113 out of 120

Neff 8.48675

Searched HMMs 1

Date Wed Aug 15 00:06:47 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/NovoD4403_v__YceB PSI3.hhr -oa3m

../results/NovoD4403_ v__ YceB PSI3.a3m -p 20 -2 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres
32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q YceB p3 96.8 2.3E-08 2.3E-08 61.2 13.4 153 306-462 25-186 (186)
2 Q YceB p3 95.5 1.2E-05 1.2E-05 43.0 19.3 178 1-248 1-186 (186)

No 1

>Q YceB_p3

Probab=96.83 E-value=2.3e-08 Score=61.18 Aligned cols=153 TIdentities=10% Similarity=-0.005 Sum probs=0.0 Template Neff=8.100

Q ss_pred EEecHHHHHHHHHHHhC-CCCCCcccCCCCCceEEEEEEEEEE--eccCCeEEEEEEEEEecCCCccc-ceeEEEEEEEE

Q Q Novo D4403 p 306 VVADYVQLEPVLMKALH-KRSARPFEVPGVGPVKADFRKVTIY--GTHGGRIAVGVEFTATDQAGRVG-TTKGTVWMTGV 381 (489)

Q Consensus N 306 ~~v~y~~lasv~lassla—ssnfasnvnnnangesciviscyvisv——gr~rgerlsvlvvysvanss v ng-my~Griyl oG 381 (489)
R ek [ N [ R .. B R ATt o R I

T Consensus 25 ~~ise~elg~~l~~~fPr~knvmmnn———n B A T o T R R R i R T g~~~~s~~ 101 (186)

T Q YceB p3 25 YTITEQEINQSLAKHNNFSKDIGLP GVADAHIVLTNLTSQIGREEPNKVTLTGDANLDMNSLFGSQKATMKLKLKAL 101 (186

T sgiprea eecCHHHHHHHHHHHCCCcccccCC---ceeeEEEEEecCeeeeccCCCCeEEEEEEEEEEEecCCCceeeEEEEEEEEE

Q ss pred EEeCCCCCEEEEEe———--— EEEEcccCchHHHHHHHHhcCcchHHHHHHHccCcchHHHHHHHHHHHHHHHCccCCCEEE

Q Qiﬁov07D44O37p 382 PVNADNSRRIGFEN -FEVSGTTDMTGGNLILRLANTPGMAHTIAAALAQNFENDYNKLLVKIDRAIEDKREGDLLI 456 (489)

Q Consensus 382 P~~D~~~~~l~l~d-—-——=1~~ t 1 a~~1 B e e T TR I ~g~~1 456 (489)
IR ot + e e +=.

T Consensus 102 1~Yd~~~~aiyLv~~~vivssvviscsvnnmssnnnssnnnsn—nn N R 180 (186)

T Q YceB p3 102 PVFDKEKGAIFLKEMEVVDATVQPEKMQTVMQTLLPYLN-QALRNYFNQQPAYVLREDGSQGEAMAKKLAKGIEVKPGEI 180 (186

T Sgiprea EEEeCCCCeEEEeccEEEEEEeChhHHHHHHHhHHHHHH-HHHHHHHhcCCcEEeCCCCcHHHHHHHHhcCccEEECCEE

Q ss pred EEEEee

Q Q Novo D4403 p 457 RAEVIR 462 (489)

Q Consensus 457 ~g~~~~ 462 (489)
..... +

T Consensus 181 ~1~1s~ 186 (186

T Q YceB p3 181 VIPFTD 186 (186)

T sgiprea EEeeCC

No 2

>Q YceB_p3

Probab=95.48 E-value=1.2e-05 Score=43.03 Aligned cols=178 TIdentities=9% Similarity=-0.004 Sum probs=0.0 Template Neff=8.100

Q ss_pred CchHHHHHHHHHHHHHHHHHHhcCCCCCCCCCCCCCCCCCCCceEEEEEEEEeHHHHHHHHHHhCCcccccCCCCCCecece

Q Q Novo D4403_p 1 MRTRRYVTAAALTASLLTLPACHRRDDEPPPRAHDAIKVDPQASLITVPIHADLGNLAAALEREIPRTLWTIDKPGQTCV 80 (489)

Q Consensus 1 Me~~vmmsnnvmssnna s l~mnnCrnnmnnn Pronvnvmnsvnnannnn S~i~vpi~i~vl~~l~~~vins~lpr~lonvvssnnnssn 80 (489)
|- Rk b bk [N [ P S

T Consensus 1 Mk~———~~~nnnnnnnnn l~gca~~ ~~~ise~elgr~l~~~EPrn——mmm e 43 (186)

T Q YceB p3 1 MNK---FLFAAALIVSGLLVGCNQLT QYTITEQEINQSLAKHNNES— 43 (186

T Sgiprea Chh---HHHHHHHHHHHHHHhhccc cCHHHHHHHHHHHCCCc-———————=———

Q ss pred ccceeEEEeeeccCCceeeEEEeeeEecceEE-EeeCCEEEEEeeeEEEEEEeeeccceeeeeEeEEEEEEEEEEeeeC—

Q QiﬁovoiD44O37p 81 PSKSVDIGIAKIKTPSLKCRIVGDVTRGPLRF-AGKGREIVLDMPLHAVVRAEDIGGVLKRETATADAVAHAVINLTLA- 158 (489)

Q Consensus 8l ~~~nmanm~nn~nn~nn~n A~ rgpi~v-~~r~nn l~~~~Pinnmrnnmsnnsvnnnnnnnnnnnn v~ i~- 158 (489)

- R RS A et 3 .. R T s

T Consensus 44 ————m———— Kk~~~ Irn~nay~slno~nnynslannnnn re~lranm~nnmsvnnnvnna o ————nnna g~~~~s~~1~Yd~ 106 (186)

T Q YceB p3 44 ————=-—=——= KDIGLPGVADAHIVLTNLTSQIGREEPNKVTLTGDANLDMNSLFG-——-———— SQKATMKLKLKALPVFDK 106 (186

T sgiprea —————————— ccccCCceeeEEEEEecCeeeeccCCCCeEEEEEEEEEEEecCCC-—————— ceeeEEEEEEEEEEEEeC

Q ss pred CCceEEeEEEEeeEEcCCCeEEEcCEEEechHhchHHHHHHHHHHHHhhhHHHhh---hhHHH---HHHHHHHHhCcccEe

Q QiﬁovoiD44O37p 159 QDWSPRGTVDIRYGWINRPHLDFLGKRIDFTEQAEEKLAPVIARLERELPGQLGK---LEVRR---QVERAWNSAFTTLS 232 (489)

Q Consensus 159 ~dw~l~~r~~~nmaywnenvapriviscgevidevvsyves v v id~~l~~===1~1lk~r——=~r~~n~ W~~~ P~~ 232 (489)
==t R T S, L T R R RS L R T

T Consensus 107 ~~~aiyL~———————————~~~ B Rt 1~~~ lna~~PVY~Lvnm~nnm~vnnvn v i~ 174 (186)



Q_YceB_p3
ss_pred

ss_pred
Q_Novo_D4403_p
Consensus

Consensus
Q_YceB_p3
ss_pred

107

233
233

175
175

EKGAIFLK-—-————————— EMEVVDATVQ-PEKMQTVMQTLLPYLNQALRNYFNQQPAYVLREDGSQGEAMAKKLAKGIE
CCCeEEEe——————————— ccEEEEEEeC-hhHHHHHHHhHHHHHHHHHHHHHhcCCcEEeCCCCcHHHHHHHHhcCccE
CCCCCCCeEEEEeccE

LNRDNPPVWMRVSPRE 248 (489

I e wL~~~P~~ 248 (489)

+.t Lt

V~~g----~L~1l~1s~ 186 (186)

VKPG----EIVIPFTD 186 (186

EECC----EEEEeeCC

DUF4403 (whole domain MSA) vs. self [hits #2/3 both = DUF4403N vs. C]

Query
Match_columns 489
No_of_ seqgs
Neff

Searched HMMs 1

Date
Command

../results/NovoD4403

No Hit

1 Q Novo_D4403_p3
2 Q Novo_D4403_p3
3 Q Novo_D4403_p3

No 1
>Q Novo_D4403_p3

Probab=100.00

Q
Q
Q

ss_pred
Q_Novo_D4403_p
Consensus

Consensus
Q_Novo_D4403_p
ss_pred

ss_pred
Q_Novo_D4403_p
Consensus

Consensus
Q_Novo_D4403_p
ss_pred

ss_pred
Q_Novo_D4403_p
Consensus

Consensus
Q_Novo_D4403_p
ss_pred

ss_pred
Q_Novo_D4403_p
Consensus

Consensus
Q_Novo_D4403_p
ss_pred

ss_pred
Q_Novo_D4403_p
Consensus

Consensus
Q_Novo_D4403_p
ss_pred

ss_pred
Q_Novo_D4403_p
Consensus

Consensus
Q_Novo_D4403_p
ss_pred

ss_pred
Q_Novo_D4403_p
Consensus

Consensus
Q_Novo_D4403_p
ss_pred

No 2
>Q Novo_D4403_p3

Probab=96.58

Q

ss_pred

Q_Novo_D4403_p3

113 out of 120
8.48675

Wed Aug 15 00:01:45 2018
hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/NovoD4403_v__ NovoD4403.hhr -oa3m

174

(186)

__v__NovoD4403.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres
32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

Prob E-value P-value Score SS Cols Query HMM Template HMM
100.0 3.4E-96 3.4E-96 741.1 72.9 489 1-489 1-489 (489)
96.6 9.3E-07 9.3E-07 58.5 24.2 205 22-275 278-489 (489)
96.5 1.4E-06 1.4E-06 57.1 24.2 205 278-489 22-275 (489)

CchHHHHHHHHHHHHHHHHHHhcCCCCCCCCCCCCCCCCCCCceEEEEEEEEeHHHHHHHHHHhCCcccccCCCCCCecc
MRTRRYVTAAALTASLLTLPACHRRDDEPPPRAHDAIKVDPQASLITVPIHADLGNLAAALEREIPRTLWTIDKPGQTCV

1 Me~~vmmsnnvmssnnas 1~~~ Connmnnn Pronvnvamnsnnannnn S~i~vpi~i~vl~~la~~vins~lpr~lonvvssnnmnsnn

161
161

161
161

241
241

241
241

321
321

321
321

401
401

401
401

481
481

481
481

(I o o o o [ o [ R S b R [ I I [ o [ [ [ [0 S 0 S
Mr~mnnmsmn 1~~~ Crnnmnnn Pronvnvmnnvnnannnn S~i~vpi~i~l~~l~~~vins~lpr~lonvmssnnnsnn
MRTRRYVTAAALTASLLTLPACHRRDDEPPPRAHDAIKVDPQASLITVPIHADLGNLAAALEREIPRTLWTIDKPGQTCV
CchHHHHHHHHHHHHHHHHHHhcCCCCCCCCCCCCCCCCCCCceEEEEEEEEeHHHHHHHHHHhCCcccccCCCCCCecc

ccceeEEEeeeccCCceeeEEEeeeEecceEEEeeCCEEEEEeceEEEEEEeeeccceeeeeEeEEEEEEEEEEeeeCCC
PSKSVDIGIAKIKTPSLKCRIVGDVTRGPLRFAGKGREIVLDMPLHAVVRAEDIGGVLKRETATADAVAHAVINLTLAQD

~~~~~~~~~~~~~~~~~~~~~~~~~~ e ) R R e -0 B R R e |
B [ Rl B B I I R B R S P Sl |
~~ ~~rgpi~v~ ~~lnnm~~Pie~ o~ R R ]
PSKSVDIGIAKIKTPSLKCRIVGDVTRGPLRFAGKGREIVLDMPLHAVVRAEDIGGVLKRETATADAVAHAVINLTLAQD

ccceeEEEeeeccCCceeeEEEeeeEecceEEEeeCCEEEEEeceEEEEEEeeeccceeeeeEeEEEEEEEEEEeeeCCC

ceEEeEEEEeeEEcCCCeEEEcCEEEechHhchHHHHHHHHHHHHhhhHHHhhhhHHHHHHHHHHHhcccEeCCCCCCCe
WSPRGTVDIRYGWTNRPHLDFLGKRIDFTEQAEEKLAPVIARLERELPGQLGKLEVRRQVERAWNSAFTTLSLNRDNPPV
R R it A o B R B B Ko B e id~~l~~l~vlkenmsns W~~~ Pronla~mnnas
Il B I I I O [ I I e I [ e S I S e
R R R A o B R B B Ko B e R id~~l~~l~vlkenmsss W~~~ ) R et
WSPRGTVDIRYGWTNRPHLDFLGKRIDFTEQAEEKLAPVIARLERELPGQLGKLEVRRQVERAWNSAFTTLSLNRDNPPV
ceEEeEEEEeeEEcCCCeEEEcCEEEechHhchHHHHHHHHHHHHhhhHHHhhhhHHHHHHHHHHHhcccEeCCCCCCCe

EEEEeccEEEEcCeEEeCCeEEEEEEEEEEEEEEeCCCCCCCCCCCCCCCCCecccCCcEEEEEEEEecHHHHHHHHHHH
WMRVSPRELQYGGYELDGKRLVLRLGVKAVTETRVGERPADPTPTPLPPVRPLEAEAGRLAFFIPVVADYVQLEPVLMKA

WL~~~Prr~y~ v sa~ ~~lnvm~l~l~as~~isc~ge~pe ~~pLP~1~~~ g R g e e e
IRl I R B [l A I I R R e e
WL~~~Prr~y~ v sa~ ~~lnvnm~l~l~as~~isc~gr~pe ~~pLP~1~~ R R Vg e O e

WMRVSPRELQYGGYELDGKRLVLRLGVKAVTETRVGERPADPTPTPLPPVRPLEAEAGRLAFFIPVVADYVQLEPVLMKA
EEEEeccEEEEcCeEEeCCeEEEEEEEEEEEEEEeCCCCCCCCCCCCCCCCCecccCCcEEEEEEEEecHHHHHHHHHHH

hCCCCCCcccCCCCCceEEEEEEEEEEeccCCeEEEEEEEEEecCCCcccceeEEEEEEEEEEeCCCCCEEEEEeEEEEC

LHKRSARPFEVPGVGPVKADFRKVTIYGTHGGRIAVGVEFTATDQAGRVGTTKGTVWMTGVPVNADNSRRIGFENFEVSG
l~~wnfronvnmnnnnngrnninisveyrivgrrgevlslvvmvsrvge s ss g G iyl ~Ge P~ Dy v~ 1~1~dl~~~~
[T I o e R I e I I I I I B e R R R
B g e e B B e R e L B e e e e e R A R e R = D 1~1~dl~~~~

LHKRSARPFEVPGVGPVKADFRKVTIYGTHGGRIAVGVEFTATDQAGRVGTTKGTVWMTGVPVNADNSRRIGFENFEVSG
hCCCCCCcccCCCCCceEEEEEEEEEEeccCCeEEEEEEEEEecCCCcccceeEEEEEEEEEEeCCCCCEEEEEeEEEEC

ccCchHHHHHHHHhcCcchHHHHHHHccCcchHHHHHHHHHHHHHHHCcccCCCEEEEEEEeeeEeccEEECCCeEEEEEE
TTDMTGGNLILRLANTPGMAHTIAAALAQNFENDYNKLLVKIDRAIEDKREGDLLIRAEVTRTRTGRIRAAGQGLYLPVW

B N N R B N N N BRI R I, PV RO POV I~innn~
B I O B [ Il I R I R Il I ol I [ S
B N B N e B N N T B R IV, PV U POV I~innn~
TTDMTGGNLILRLANTPGMAHTIAAALAQNFENDYNKLLVKIDRAIEDKREGDLLIRAEVTRTRTGRIRAAGQGLYLPVW

ccCchHHHHHHHHhcCcchHHHHHHHccCcchHHHHHHHHHHHHHHHCcccCCCEEEEEEEeeeEeccEEECCCeEEEEEE

EEeeEEEeC
ADGTASITV 489 (489)
~~G~~~v~v 489 (489)
| A
~~G~r~v~y o 489 (489)
ADGTASITV 489 (489)
EEeeEEEeC

hcCCCCCCCCCCCCCCCCCCCeceEEEEEEEEeHHHHHHHHHHhCCcccccCCCCCCeccccceeEEEeeeccCCceeeEE

80
80

80
80

160
160

160
160

240
240

240
240

320
320

320
320

400
400

400
400

480
480

480
480

E-value=9.3e-07 Score=58.46 Aligned _cols=205 TIdentities=11% Similarity=0.089 Sum probs=0.0

E-value=3.4e-96 Score=741.14 Aligned cols=489 TIdentities=100% Similarity=1.482 Sum probs=0.0

Template Neff=8.500

Template Neff=8.500



Q Q Novo D4403_p 22 CHRRDDEPPPRAHDAIKVDPQASLITVPIHADLGNLAAALEREIPRTLWTIDKPGQTCVPSKSVDIGIAKIKTPSLKCRI 101 (489)

Q Consensus 22 Crmmrnns Pronvnvmnsnnannnn S~i~vpivinvle~vla~~vins~lprslonvvss v NN 101 (489
[ L B I I (PR S A

T Consensus 278 ~prr 3 Rt i B4 T e e e R grm—mmmm——————————————— 336 (489

T Q Novo_D4403_p 278 RPADPTPTPLPPVRPLEAEAGRLAFFIPVVADYVQLEPVLMKALHKRSARPFEVPGVGP-————=—=——==————————— 336 (489

T ss_pred CCcceeeececceceCCecccCCcEEEEEEEEe cHHHHHHHHHHHhCCCCCCeececCCCCCe-——— == ——==———===———-—

Q ss_pred EeeeEecceEEEee-CCEEEEEeeeEEEEEEeeecc EeEEEEEEEEEEeeeCCCc-eEEeEEEEeeEECCCCeE

Q Q Novo D4403 p 102 VGDVTRGPLRFAGK-GREIVLDMPLHAVVRAEDIGGVLKRETATADAVAHAVINLTLAQDW-SPRGTVDIRYGWTNRPHL 179 (489)

Q Consensus 102 ~~~~~ rgpi~ve~~—~~n lr~~~Pin~mrnn~nnnnnmnvnnnnnn v i~v~dw—~lr~nmnnnnn w~~~p~1 179 (489
LA A . P IR

T Consensus 337 —~~i~vi~~v~vi~gevgenlalesvnvmsgessssn——————— g vGr iyl ~GA P~ D v 1I~vlnv—mmm 394 (489

T Q Novo D4403 p 337 -VKADFRKVTIYGTHGGRIAVGVEFTATDQAGR VGTTKGTVWMTGVPVNADNSRRIGFE- 394 (489)

T ss_pred N —eEEEEEEEEEEeccCCeEEEEEEEEEecCCCe ccceeEEEEEEEEEEeCCCCCEEEEE - ————————————

Q ss_pred EECCEEEechHhchHHHHHHHHHHHH-h-hhHHHhh---hhHHHHHHHHHHHhcccEeCCCCCCCeEEEEeccEEEECCe

Q Q Novo D4403 p 180 DFLGKRIDFTEQAEEKLAPVIARLER-E-LPGQLGK---LEVRRQVERAWNSAFTTLSLNRDNPPVWMRVSPRELQYGGY 254 (489)

Q Consensus 180 ~i~g~~ide~~russnlassnnmmssn oo id~~l~~===1~lk~~~nnn W~~~ Prnlavnmmnnan wWL~~~P~~y~~s~~ 254 (489

e
~nngrealegamanleinei 468 (489)
-NFEVSGTTDMTGGNLILRLANTPGMAHTIAAALAQNFENDYNKLLVKIDRAIE-DKREGDLLIRAEVTRTRTGRI 468 (489)

T Consensus
T Q Novo_D4403_p

T ss_pred  -—---- eEEEEcccCchHHHHHHHHhcCcchHHHHHHHccCcchHHHHHHHHHHHHHHH-cccCCCEEEEEEEeeeEeccE
Q ssipred EEeCCeEEEEEEEEEEEEEEe
Q Q7N0v07D44O37p 255 ELDGKRLVLRLGVKAVTETRV 275 (489)
Q Consensus 255 ~~~mm~las~]l~l~as~~is~ 2750 (489
Bl [P P S I
T Consensus 469 ~~~~nnlaisnnnnGeeny~y o 489 (489
T Q_Novo_D4403_p 469 RAAGQGLYLPVWADGTASITV 489 (489)
T ss_pred EEcCCeEEEEEEEEeeEEEeC
No 3

>Q_Novo_D4403_p3
Probab=96.47 E-value=1.4e-06 Score=57.11 Aligned cols=205 TIdentities=11% Similarity=0.089 Sum probs=0.0 Template Neff=8.500

Q ss_pred CCCCCCCCCCCCCCCeeccecCCCEEEEEEEEecHHHHHHHHHHAhCCCCCCeecCCCCCe-—mm—m——=————————————

Q Q Novo D4403 p 278 RPADPTPTPLPPVRPLEAEAGRLAFFIPVVADYVQLEPVLMKALHKRSARPFEVPGVGP-——==--==—===-=——————— 336 (489)

Q Consensus 278 ~prr~ns 3 I R g fa B4 T e R B B e grmmmm e m e m 336 (489
+. B E N . B I e ol IR S P S . .

T Consensus 22 Crmmrnn~ Pronvnvmnsnna s S~i~vpivinvle~vla~~vine~lprslonvmss v NN S 101 (489

T Q Novo_D4403_p 22 CHRRDDEPPPRAHDAIKVDPQASLITVPIHADLGNLAAALEREIPRTLWTIDKPGQTCVPSKSVDIGIAKIKTPSLKCRI 101 (489)

T ss_pred hcCCCCCCCCCCCCCCCCCCCeceEEEEEEEEeHHHHHHHHHEENCCeccceccCCCCCCeccccceeEEEeeeccCCceeeEE

Q ss_pred —-eEEEEEEEEEEeccCCeEEEEEEEEEecCCCc———————— ccceeEEEEEEEEEEeCCCCCEEEEE-————————————

Q QO Novo D4403_p 337 -VKADFRKVTIYGTHGGRIAVGVEFTATDQAGR VGTTKGTVWMTGVPVNADNSRRIGFE- 394 (489

Q Consensus 337 —~~i~viv~v~i~grrge~lsl ~a~ 394 (489
B e T R T P et S .

T Consensus 102 ~~~n~ rgpi~ve~~—~~n J R 2 R e R i~~ 179 (489

T Q Novo_D4403_p 102 VGDVTRGPLRFAGK-GREIVLDMPLHAVVRAEDIGGVLKRETATADAVAHAVINLTLAQDW-SPRGTVDIRYGWTNRPHL 179 (489)

T ss_pred EeeeEecceEEEee-CCEEEEEeeeEEEEEEeeecc EeEEEEEEEEEEeeeCCCc-eEEeEEEEeeEECCCCeE

Q ss_pred  --=-- eEEEEcccCchHHHHHHHHhcCcchHHHHHHHccCcchHHHHHHHHHHHHHHH-cccCCCEEEEEEEeeeEeccE

Q Q Novo D4403 p 395 ----- NFEVSGTTDMTGGNLILRLANTPGMAHT IAAALAQNFENDYNKLLVKIDRAIE-DKREGDLLIRAEVTRTRTGRI 468 (489)

0 Consensus 395 ————- dlv~nn~tomnlnvnmasslvnsmmivenlvmnlvnnlvmnlvnnmmnlvnnlvm v nnganlnganm~lvin~i 468 (489)

R e TR I B T e I i Sl I S e

T Consensus 180 ~i~g~~ide~~nussnlassnnmmssn—n— id~~l~~===1~lk~~~nnn W~~~ Prnlavmmnnan wWL~~~P~~y~~s~~ 254 (489

T Q Novo_D4403_p 180 DFLGKRIDFTEQAEEKLAPVIARLER-E-LPGQLGK---LEVRRQVERAWNSAFTTLSLNRDNPPVWMRVSPRELQYGGY 254 (489)

T ss_pred EEcCCEEEechHhchHHHHHHHHHHHH-h-hhHHHhh---hhHHHHHHHHHHHhCcccEeCCCCCCCeEEEEeccEEEEcCe

Q ss_pred EEcCCeEEEEEEEEeeEEEeC

Q Q Novo D4403 p 469 RAAGQGLYLPVWADGTASITV 489 (489)

Q Consensus 469 ~~~n~~l~i~vnm~nsGr~~y~y 489 (489
B IR o I

T Consensus 255 ~~vmmvsnlaas]~l~asv~iss 2750 (489

T Q Novo_D4403_p 255 ELDGKRLVLRLGVKAVTETRV 275 (489

T ss_pred EEeCCeEEEEEEEEEEEEEEe

DUF2140 vs. YceB

Query Q LactoD2140_p3

Match_columns 205

No_of_ segs 105 out of 112

Neff 7.36164

Searched HMMs 1

Date Sun Oct 28 09:23:47 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Lacto__v__ YceBxll4.hhr -oa3m

../results/Lacto_ v_ YceBxll4.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q YceB p3 82.1 0.00055 0.00055 27.9 13.5 128 18-169 1-159 (186
2 Q YceB_p3 0.3 0.32 0.32 11.2 5.8 67 138-205 21-98 (186

No 1

>Q YceB_p3

Probab=82.14 E-value=0.00055 Score=27.85 Aligned cols=128 TIdentities=14% Similarity=0.173 Sum probs=0.0 Template Neff=8.100

Q ss pred CCHHHHHHHHHHHHHHHHHHHHHHHhhCCCCcCccccccccCCCCeEEEEeCHHHHHHHHHHHHHHhccC---CCCceEE

Q QiiactoD21407p 18 INWWKWAFLILIGLILGSGIWFTKTVLAPVSLNTATETKTISNDPVEFTVKVTKSSANRIMAHYLKTYLKD---SPIKYAV 94 (205

Q Consensus 18 ~N~WK~aF~~Ll~l~lr~~smasvasnmsvasvas s va s Ve~tkr~ln~liss~rlossvasvrmm y~v 94 (205
Rt AP T I Lt

T Consensus 1 ~~~ise~elgr~l~~~fPr~knnmnnn I~~~y 56 (186

T Q YceB_p3 1 MNKFLFAAALIVSGLLVGCNQLT QYTITEQEINQSLAKHNNFSKDIGLPGVADAHIL 56 (186



T ss_pred
Q ss_pred
Q Q LactoD2140_p 95
Q Consensus 95
T Consensus 57
T Q YceB_p3 57
T ss_pred
Q ss_pred
Q O LactoD2140_p 147
Q Consensus 147
T Consensus 137
T Q YceB_p3 137
T ss_pred

ChhHHHHHHHHHHHHHHhhccc cCHHHHHHHHHHHCCCcccccCCceeeEEE

EEc---------- CCEEEEEEEEEe------ CCEEEEEEEEEeeEE-cCCCCEEEEEceEEEccccC-Cm---———--— H
TLG-————————— NNEAALNGSFKF-—--—-— LGNNVKFQLTFDPLV-LKNGDVLLKSKKLNVGTLPV-P-————————— I
—————————————— d~v~l~grenvv~—————=1g~~V~~~lvv~PrV=~~nGnl~Lv~~~ivyGrlvL-P-———mm—— ==~
Lt R R B I TR s sl

B R s A o R R [ R B e e e B B O g
VLTNLTSQIGREEPNKVTLTGDANLDMNSLFGSQKATMKLKLKALPVFDKEKGAIFLKEMEVVDATVQPEKMQTVMQTLL
EEecCeeeeccCCCCeEEEEEEEEEEEecCCCceeeEEEEEEEEEEEEeCCCCeEEEecCcEEEEEEeChhHHHHHHHhHHE

HHHHHHHhhhcCCCCCEEEECCC

SFVMSYIGHSYKIPSWVSLDSKA 169 (205)
169 (205)
159 (186)
PYLNQALRNYFNQQPAYVLREDG 159 (186)

HHHHHHHHHHHhcCCcEEeCCCC

DUF2140 vs. DUF4403-C

Query

Match_columns 202
No_of_ segs 100 out
Neff 8.36093
Searched HMMs 1

Date Sun Oct
Command

../results/D4403N__v_ D2140.a3m -p 0 -2 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000

hhsearch -cpu 8 -1

Q_Novo_D4403C_p3

of 113

28 23:00:27 2018

../results/full.a3m -d ../results/db -o

contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit
1 Q LactoD2140_p3

No 1
>Q_LactoD2140_p3
Probab=3.57 E-value=0.058 Score=15.96 Aligned cols=76 Identities=12% Similarity=0.065 Sum probs=0.
Q ss_pred EEEEEecHHHHHHHHHHHhcCCcccccCCCCCCCCEEEEEEEEEEeccCCeEEEEEEEEEecCCCcccceEEEEEEEEEE
Q Q Novo_D4403C_ 16 FIPVVADYVQLEPVLMKALHKRSARPFEVPGVGPVKADFRKVTIYGTHGGRIAVGVEFTATDQAGRVGTTKGTVWMTGVP
Q Consensus I o A R R e e e R R« e e e e B R R L R A e £ 4
B At P 2 S . I . Lt
T Consensus 63 ~~~u~~tkv~ln~cliscvylesvsvv——mmm— YAV~ mm—— Vrl~vgrnmmsym——m 1G~~v~~~1~~~P
T Q LactoD2140_p 63 VFTVKVTKSSANRIMAHYLKTYL- —KDSPIKYAVTL —LGNNVKFQLTFEFDP
T ss_pred eEEEEeCHHHHHHHHHHHHHHhC------- cCCCCceEEEE------cCCEEEEEEEEEe------— CCEEEEEEEEEee
Q ss_pred Ee-cCCCCEEEEEeeEE
Q Q Novo_D4403C_ 96 VN-ADNSRRIGFENFEV 111 (202)
Q Consensus 96 1~1~dl~~ 111 (202)
.. .. Sl
T Consensus 123 ~V~~nGnl~L 139 (205
T Q LactoD2140_p 123 LVLKNGDVLLKSKKLNV 139 (205
T ss_pred EECCCCCEEEEECeEEE

Score
16.0

Prob E-value P-value
3.6 0.058 0.058

SS Cols Query HMM Template HMM
11.8 76 16-111 63-139 (205)

DUF2140 vs. DUF4403-N

Query

Match_columns 205
No_of_ segs 105 out
Neff 7.36164
Searched HMMs 1

Date Tue Aug
Command

hhsearch -cpu 8 -1

Q_LactoD2140_p3

of 112

14 23:56:37 2018

../results/full.a3m -d ../results/db -o

146
146

136
136

../results/D4403N__v_ D2140.hhr -oa3m

-norealign -maxres 32000 -

0

95

95

122
122

Template Neff=7.500

../results/LactoD2140__v_ NovoD4403.hhr -oa3m

../results/LactoD2140__v__ NovoD4403.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres
32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit
1 Q Novo_D4403_p3

No 1
>Q Novo_D4403_p3
Probab=94.15

Q ss_pred

Q Q LactoD2140_p 17
Q Consensus 17
T Consensus 1
T Q Novo_D4403_p 1
T ss_pred

Q ss_pred

Q Q LactoD2140_p 90
Q Consensus 90
T Consensus

T Q Novo_D4403_p 81
T ss_pred

Q ss_pred

Q O LactoD2140_p 128
Q Consensus 128
T Consensus 161

E-value=4.9e-05

Score
39.2

Prob E-value P-value
94.2 4.9E-05 4.9E-05

SS Cols Query HMM Template HMM
17.2 183 17-205 1-267 (489

Score=39.16 Aligned cols=183 TIdentities=8% Similarity=-0.040
cCCHHHHHHHHHHHHHHHHHHHHHHHhhCCCCcCccccccccCCCCeEEEEeCHHHHHHHHHHHHHHhccCCC-————-~

MINWWKWAFLILIGLILGSGIWFTKTVLAPVSLNTATETKTISNDPVFTVKVTKSSANRIMAHYLKTYLKDSP---—---—

~AN~HK~AF~~LLv vl vs s v v s v v s s e Ve~vtke~In~clisvnlosvns s — e
[T R e o AP R L N | . . B [ e ol I Al S St
Mr~mnvnmmsnn 1~~~ Crnnmnnn Pronvnvmnnvnnannnn S~i~vpi~i~l~~l~~~vins~lpr~lonvvssnnnssn

MRTRRYVTAAALTASLLTLPACHRRDDEPPPRAHDAIKVDPQASLITVPIHADLGNLAAALEREIPRTLWTIDKPGQTCV
CchHHHHHHHHHHHHHHHHHHhcCCCCCCCCCCCCCCCCCCCeceEEEEEEEEeHHHHHHHHHHhCCeccccecCCCCCCece

CceEEEEcCCCEEEEEEEEEe-—————————————— CCEEEEEEEEEeeEEcCC
IKYAVTLGNNEAALNGSFKF-—————————————— LGNNVKFQLTFDPLVLKN
~Y~Um S~ vde s g s e s e e lg~~v~~~l~~~P~V~~n
i AP S R e R T |

~anlannnPin
PSKSVDIGIAKIKTPSLKCRIVGDVTRGPLRFAGKGREIVLDMPLHAVVRAEDIGGVLKRETATADAVAHAVINLTLAQD
ccceeEEEeeeccCCceeeEEEeeeEecceEEEeeCCEEEEEeceEEEEEEeeeccceeeeeEeEEEEEEEEEEeeeCCC

-eEEEccccCCHHHHHHHHhhh cCCCCCEEEECCCCeE
KLNVGTLPVPISFVMSYIGHS YKIPSWVSLDSKAGNV
Gnl~Lo~v~—————————~ 1~vG~1~LP~~~vL~~in~ ~~1P~WV~ I~ I
-t B el o e R Bt P U S
R R S R e e B Ko R e ~lRk~mnas W~~~ ) R et

Sum_probs=0.

89
89

80
80

127
127

160
160

172
172

0 Template Neff=8.500



T Q Novo_D4403_p 161 WSPRGTVDIRYGWTNRPHLDFLGKRIDFTEQAEEKLAPVIARLERELPGQLGKLEVRRQVERAWNSAFTTLSLNRDNPPV 240 (489)

T ss_pred ceEEeEEEEeeEEcCCCeEEEcCEEEechHhchHHHHHHHHHHHHhhhHHHhhhhHHHHHHHHHHHhcccEeCCCCCCCe
Q ss_pred EEE CcCCeEEEEEEecCCCCEEEEEEEC
Q Q LactoD2140_p 173 VLKLSQFKLONGMTLRATKLDPTNDDLEFAVYL 205 (205
Q Consensus 173 ~inlemmmmnnnnn ik~~~idl~~d~i~f~1~1 205 (205
T S L B
T Consensus 241 WL~~~P-——————n~~ Vv~~~ 1l~~~1~1 267 (489
T Q Novo_D4403_p 241 RELQYGGYELDGKRLVLRLGV 267 (489
T ss_pred EEEEec-——----- cEEEEcCeEEeCCeEEEEEEE
Rv0817c vs. YceB
Query Q Rv0817c_p3
Match_columns 270
No_of_ segs 122 out of 126
Neff 8.86375
Searched HMMs 1
Date Wed Aug 15 00:33:21 2018
Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Rv0817c__v__ YceB.hhr -oa3m

../results/Rv0817c__v_ YceB.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q YceB p3 52.7 0.0032 0.0032 23.7 8.1 135 121-256 24-185 (186

No 1

>Q_YceB_p3

Probab=52.68 E-value=0.0032 Score=23.72 Aligned cols=135 TIdentities=11% Similarity=0.151 Sum probs=0.0 Template Neff=8.100

Q ss_pred EEEecHHHHHHHh--—--—-—-——---— cchhhhceCCccececcCCCCCCececcccececcceER CCccceeEEEEEEE
Q QO Rv0817c_p3 121 RIIIDSMHLGRYL ~GISDLMVAAPRQESNDATGGTTESGISGSRGLVFSGTPISANFAHRVSVLVDLS 187 (270
Q Consensus 121 ~~~lan~naliv~nn—m—mm—mm e 187 (270
R S
T Consensus 24 ~~~ise~elg~~1~~~fP~~k 103 (186
T Q YceB_p3 24 QYTITEQEINQSLAKHNNFSKDIGLPGVADAHIVLTNLTSQIGREEPNKVTLTGDANLDMNSLFGSQKATMKLKLKALPV 103 (186
T ss_pred eeecCHHHHHHHHHHHCCCcccccCCceeeEEEEEecCeeeeccCCCCeEEEEEEEEEEEecCCCceeeEEEEEEEEEEE
Q ss_pred EecCCCCeEEEcceEEEeCCCCCCCCCC-———— HHHHHHHHHHhcccCCCCCC-CCCee-—————-~— CeEEEEeCCeEEE
Q O Rv0817c_p3 188 VASDDRATLVITPTAVVIGPDTADQPVP-----— DDKRDAVLHAFASKLPNQKL-PFGVV---—---- PNTVGARGSDVII 253 (270
Q Consensus 188 ~~n~~n~nnn B R lp-—=——=—~~rm~mnmm v L-P~glr————————~~~ v~v~~~gl~v 253 (270
B Rt SNPEE L S e I ol R I R I S
T Consensus 104 Y-d~~~~alyL~v~v~~invsssvinvsssvnnmssnnnss s B R =Y A A T i~V~~g~L~1 182 (186
T Q YceB_p3 104 F-DKEKGAIFLKEMEVVDATVQPEKMQTVMQTLLPYLNQALRNYFNQQPAYVLREDGSQGEAMAKKLAKGIEVKPGEIVI 182 (186
T ss_pred E-eCCCCeEEEeccEEEEEEeChhHHHHHHHhHHHHHHHHHHHHHhCcCCCcEEeCCCCCcHHHHHHHHhCcCCccEEECCEEEE
Q ss_pred EEE
Q O Rv0817c_p3 254 EGI 256 (270)
Q Consensus 254 ~~~ 256 (270
4+
T Consensus 183 ~1s 185 (186
T Q YceB_p3 183 PFT 185 (186
T ss_pred eeC
Rv0817c vs. DUF4403-C
Query Q Novo_D4403C_p3
Match_columns 202
No_of_ segs 100 out of 113
Neff 8.36093
Searched HMMs 1
Date Wed Aug 15 00:34:40 2018
Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/NovoD4403C__v_ Rv08l7c.hhr -oa3m

../results/NovoD4403C__v_ Rv08l7c.a3m -p 0 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000
-contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context_data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Rv0817c_p3 1.6 0.11 0.11 l4.6 13.5 141 14-196 117-259 (270

No 1
>Q _Rv081l7c_p3
Probab=1.59 E-value=0.11 Score=14.57 Aligned cols=141 TIdentities=11% Similarity=0.028 Sum probs=0.0 Template Neff=8.900

Q ss_pred EEEEEEEecHHHHHHHH-HHHhcCCcccccCCCCCCCcEEEEEEEEEEeccCCeEEEEEEEEEecCCCcccceEEEEEEE
Q Q Novo D4403C_ 14 AFFIPVVADYVQLEPVL-MKALHKRSARPFEVPGVGPVKADFRKVTIYGTHGGRIAVGVEFTATDQAGRVGTTKGTVWMT 92 (202)
Q Consensus 14 ~i~vp~~vny~~las~l-~manlaomssvnnssnnnsngaensicisvsyrisgevgry~rlvlsylvvvas v sevges~Griyle 92 (202)
++ I R P D ++ . R R ..
T Consensus 117 ~rmmnns Rt T e e I~mnvmmmnna s [ R grmA U mmm g~~~~v~v~ 183 (270
T Q Rv0817c_p3 117 ELESRIIIDSMHLGRYLGISDLMVAAPRQESNDATGGTTESGIS-—---— GSRGLVFSGTPIS------- ANFAHRVSVL 183 (270
T ss_pred EEEEEEEecHHHHHHHhcchhhhccCCccceceCCCCCCecece cccceEE CccceeEEE
Q ss_pred EEEEe-cCCCCEEEEEeeEEeccCCchHHHHHHHHHcCcchHHHHHHHhccccchHHHHHHHHHHHHHhccccCCEEEEER
Q Q Novo_D4403C_ 93 GVPVN-ADNSRRIGFENFEVSGTTDMTGGNLILRLANTPGMAHTIAAALAQNFENDYNKLLVKIDRAIEDKREGDLLIRA 171 (202)
Q Consensus 93 g~Pr~-Dr~nv~~l~l~dlvvnss trvmlvmvam sl R e e R Rt T T 1~~ 171 (202
+.+ L . AR
T Consensus 184 ~~ ~lvle~ ~ ~ 234 (270
T Q Rv0817c_p3 184 VDLSVASDDRATLVITPTAVVTGPDTA DQPVPDDKRDA-—————~ VLHAFASKLPNQK 234 (270
T ss_pred EEEEEecCCCCeEEEcceEEEeCCCCC CCCCHHHHHH------— HHHHhcceCCCCC
Q ss_pred EEeeeEEeeEEEeCCeEEEEEEEEe
Q Q Novo _D4403C_ 172 EVTRTRTGRIRAAGQGLYLPVWADG 196 (202)
Q Consensus 172 ~~~vmvisvissvissvssns]~ivss~sG o 196 (202)
T 2 A o S S
T Consensus 235 LP~gl~~~~v~v~~~gl~v~~~g~~ 259 (270



T Q Rv0817c_p3 235 LPFGVVPNTVGARGSDVIIEGITRG 259 (270)
T ss_pred CCCCccceEEEEeCCeEEEEEEEec

Rv0817c vs. DUF4403-N

Query Q Rv0817c_p3

Match_columns 270

No_of_ segs 122 out of 126

Neff 8.86375

Searched HMMs 1

Date Sun Oct 28 23:23:55 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/D4403Nv08l6c__v__.hhr -oa3m

./results/D4403Nv0816c__v__ .a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite- build/data/context_data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Novo_D4403 p3/1-287 16.8 0.0035 0.0035 25.2 2.4 22 1-22 1-22  (287)
2 Q Novo_D4403_p3/1-287 2.0 0.058 0.058 17.4 2.4 21 236-256 246-266 (287)
No 1

>Q_Novo_D4403_p3/1-287
Probab=16.84 E-value=0.0035 Score=25.16 Aligned cols=22 TIdentities=14% Similarity=0.181 Sum probs=0.0 Template Neff=8.900

Q ssipred CCCcchHHHHHHHHHHHHHHHH

Q QiRv0817c7p3 1 MPMRKVLVGVTGAAIVVAVLIV 22 (270)

Q Consensus 1 m~~rr~~ra~~s~s ivvvvl~~ 22 (270
[+1+1 B e S

T Consensus 1 Mr~v~~mvsnnsn s l~~~~C 22 (287

T Q7N0v07D44O37p 1 MRTRRYVTAAALTASLLTLPAC 22 (287)

T Ssipred CchHHHHHHHHHHHHHHHHHhC

No 2
>Q_Novo_D4403_p3/1-287
Probab=1.97 E-value=0.058 Score=17.39 Aligned cols=21 TIdentities=10% Similarity=0.039 Sum probs=0.0 Template Neff=8.900

Q ss_pred CCCccceEEEEeCCeEEEEEE
Q QO Rv0817c_p3 236 PFGVVPNTVGARGSDVIIEGI 256 (270)
Q Consensus 236 V~v~~~glave~~ 2560 (270

ERPE N

T Consensus 246 ~~lv~~l~ o 2660 (287
T Q7N0v07D44O37p 246 PRELQYGGYELDGKRLVLRLG 266 (287)
T ss_pred ceEEEEcceEEeCCeEEEEEE

Rv0817c vs. DUF2140

Query Q_LactoD2140_p3

Match_columns 205

No_of_ segs 105 out of 112

Neff 7.36164

Searched HMMs 1

Date Wed Aug 15 00:04:20 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/LactoD2140__v_ Rv08l7c.hhr -oa3m

./results/LactoD2140__v_ Rv0817c.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000
-contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context_data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Rv0817c_p3 95.0 8.9E-06 8.9E-06 40.3 14.7 162 16-177 2-256 (270

No 1
>Q _Rv081l7c_p3
Probab=95.02 E-value=8.9e-06 Score=40.31 Aligned cols=162 Identities=11% Similarity=-0.004 Sum probs=0.0 Template Neff=8.900

Q ss_pred ccCCHHHHHHHHHHHHHHHHHHHHHHHhhCCC-—=—===———=————— -

Q Q LactoD2140_p 16 SMINWWKWAFLILIGLILGSGIWEFTKTVLAPV 47 (205)

Q Consensus 16 ~~~N~WK~aF~~Ll~l~lr~~nnnnnnnnnn 47 (205

B I T At .

T Consensus VAR s e ivvvvl~~l~v~ad~~a~~~ae~~ia~~l~~~~~lvmrpr Vs ivgrPELgle~Grv v v U Vs v v v 81 (270

T Q Rv0817c_p3 2 PMRKVLVGVTGAAIVVAVLIVGAVGADFGASIYAEYRLSTTVRKAANLRSDPFVAILRFPFIPQAMREHYAELEIKAFAV 81 (270)

T ss_pred CCcchHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCeEEEccCccHHHHhccccCeEEEEecce

Q ss_pred cCcceccececccCCCCeEEEEeCHHHHHHHHHE-——————~ HHHHhccCCCCceEEEEC

Q Q LactoD2140 p 48 SLNTATETKTISNDPVFTVKVTKSSANRIMAH--—-———— YLKTYLKDSPIKYAVTLG 97 (205)

Q Consensus 48 ——————m————— e —————naa s AN v AN A v~~tkv~ln~clivsy————mm R R Y Naalattd 97 (205
Bl Lt a e -

T Consensus 82 ~rmmmmnnA~n s A R a~~vm~ s Rt T Ievmnmmmnnv s gennm s 161 (270

T Q Rv0817c_p3 82 EHAGSGTATLEATMHSIDLSYASWLIRPDAKLPVGELESRIIIDSMHLGRYLGISDLMVAAPRQESNDATGGTTESGISG 161 (270)

T ss_pred ecCCCCceeEEEEEeecccCHHHhccCCCCCCceeEEEEEEEecHHHHHEHhcchhhhecCCcececeCCCCCCeccecce

Q ss_pred CCEEEEEEEEEeCCEEEEEEEEEeeEE--cCCCCEEEEEceEEEC----cccCCHHHHHHHHhhh

Q O LactoD2140 p 98 NNEAALNGSFKFLGNNVKFQLTFDPLV--LKNGDVLLKSKKLNVG----TLPVPISFVMSYIGHS 165 (205)

Q Consensus 98 ~d~v~l~g~~~~lg~~v~~~l~~~P~V——~~nGnl~L~~~~i~vG ————— 1~LP~~~VL~~invnr—mm—m 165 (205

B N [ P e R TR S T = T I .

T Consensus 162 ~rmmmn L e e A R R R R lp~~m~mnvv v 241 (270

T Q Rv0817c_p3 162 SRGLVFSGTPISANFAHRVSVLVDLSVASDDRATLVITPTAVVTGPDTADQPVPDDKRDAVLHAFASKLPNQKLPFGVVP 241 (270)

T ss_pred ccceEE CCccceeEEEEEEEEecCCCCeEEEcceEEEeCCCCCCCCCCHHHHHHHHHEhcccCCCCCCCCCece

Q ss_pred ---ECCCCeEEEEee

Q Q LactoD2140 p 166 ---DSKAGNVVLKLS 177 (205

Q Consensus 166 ——=—~~~~~~I~i~l~ 177 (205

T Consensus 242 ~~v~v~~~gl~v~~~ 256 (270)

T Q Rv0817c_p3 242 NTVGARGSDVIIEGI 256 (270

T ss_pred eEEEEeCCeEEEEEE



Takeout vs. YceB

Query Q_ Takeout_p3

Match_columns 249

No_of_segs 110 out of 115

Neff 9.96623

Searched HMMs 1

Date Sun Oct 28 23:38:53 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Takeout_ v__YceB.hhr -oa3m

../results/Takeout v__ YceB.a3m -p 0 -2 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q YceB p3 2.7 0.067 0.067 15.0 7.7 68 109-177 52-119 (186

No 1

>Q YceB_p3

Probab=2.72 E-value=0.067 Score=15.04 Aligned cols=68 Identities=9% Similarity=0.067 Sum probs=0.0 Template Neff=8.100

Q ss pred eEEEEEEEeCcEEEEEEEEEEEEEEEEEEeeeceEEEEEEEEEEEEEEEceEEEECCEEEEEEEEEEee

QQ Takeout p3 109 AKHEVKIVTKTFSLVGPYNIQGKVLILPISGTGQSNMTMVNVRAIVSFSGKPLVKNGETYLDVTDLKIT 177 (249)

O Consensus 109 ~~mv~~mnas prlr~~gry~vge s i~grgrsmvvmsvsvvm v v v v e l~invm~nnn 177 (249
BT R I B T R i

T Consensus 52 ~~nnyslannayslonnnnnn R R R i R e s g~~~~g~~l~Yde~~~aiyLiv~v~~ise 119 (186

T Q YceB_p3 52 ADAHIVLTNLTSQI-GREEPNKVTLTGDANLDMNSLFGSQKATMKLKLKALPVFDKEKGAIFLKEMEVV 119 (186

T ss_pred eeEEEEEecCeeee-ccCCCCeEEEEEEEEEEEecCCCceeeEEEEEEEEEEEEeCCCCeEEEeccEEE

Takeout vs. DUF4403-C

Query Q_Novo_D4403C_p3

Match_columns 202

No_of_ segs 100 out of 113

Neff 8.36093

Searched HMMs 1

Date Wed Aug 15 08:41:35 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/NovoD4403C__v__Takeout.hhr -oa3m

../results/NovoD4403C__v_ Takeout.a3m -p 0 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000
-contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context_data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Takeout_p3 30.8 0.0072 0.0072 21.1 6.9 99 50-161 128-226 (249
2 Q Takeout_p3 0.1 0.58 0.58 8.9 5.2 36 167-202 111-147 (249
No 1

>Q Takeout_p3
Probab=30.77 E-value=0.0072 Score=21.12 Aligned cols=99 TIdentities=13% Similarity=0.233 Sum probs=0.0 Template Neff=10.000

Q ss_pred EEEEEEEEEEeccCCeEEEEEEEEEecCCCcccceEEEEEEEEEEEecCCCCEEEEEeeEEeccCCchHHHHHHHHHCC

Q Q Novo_D4403C_ 50 VKADFRKVTIYGTHGGRIAVGVEFTATDQAGRVGTTKGTVWMTGVPVNADNSRRIGFENFEVSGTTDMTGGNLILRLANT 129 (202)

Q Consensus 50 ~~i~i~~y~i~gevge~lal~las~anvssssvnngeenGriylaygePrsDevvs~lvlsdlvv s t~~~l~~v~av~lev~ 129 (202)
R S I +.. AT s AP, R I S

T Consensus 128 ~~ge~mnas i~vgrgrsmvvm e m e — e —na A~ v v v N l~invmmsnvnvmnsvnna 194 (249

T Q Takeout_p3 128 IQGKVLILPISGTGQSNMTM--— —-VNVRAIVSFSGKPLVKNGETYLDVTDLKITMKPESSHYHFSNLFNGD 194 (249

T ss_pred EEEEEEEEEEeeeceEEEEE-— —--EEEEEEEEEEeeEEEECCEEEEEEEEEEeeeceeeeEEEEecCCCCC

Q ss_pred cchHHHHHHHhccccchHHHHHHHHHHHHHhC

Q Q Novo D4403C_ 130 PGMAHTIAAALAQNFENDYNKLLVKIDRAIED 161 (202)

Q Consensus 130 ~~i~~~lan~la~~l~~nlsn~sn~in~esl~~ 161 (202)

T Consensus 195 226 (249

T Q Takeout_ p3 195 KALGDNMNVFLNENSEAIYKETAKAIDRSFGK 226 (249

T ss_pred HHHHHHHHHHHHHhHHHHHHHHHHHHHHHHHH

Takeout vs. DUF4403-N

Query Q_Takeout_p3

Match_columns 249

No_of_ segs 110 out of 115

Neff 9.96623

Searched HMMs 1

Date Sun Oct 28 23:33:50 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Takeout__v_ D4403N.hhr -oa3m

../results/Takeout v_ D4403N.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Novo_D4403 p3/1-287 0.6 0.23 0.23 12.8 22.8 198 2-239 8-227 (287)

No 1
>Q Novo_D4403_p3/1-287
Probab=0.62 E-value=0.23 Score=12.82 Aligned cols=198 TIdentities=11% Similarity=-0.003 Sum probs=0.0 Template Neff=8.900

Q ss_pred HHHHHHHHHHHHHHhcccCCCCCCcCCCCCe-———————=—=————— hHHHHHHHHHHhhhcCCCCCCCCCCCCCceeec

0 Q Takeout p3 2 FAIAFAVVLCLLVSVDAKFPEDPKPCKYGDG-- -ECIMKLCNTLFSENSAEGDPGLNLMQLDPLKVD 65 (249)

O Consensus 2 ~nvissmnmmssnnss v c~~~dr—— G~p~~gIP~1DPl~i~ 65 (249
Bt e o Al K [ R . B AT, +

T Consensus 8 ~~mnva~nan l~nnnCrnnmmnnn Pronvnvmnsnnannnn S~i~vpi~vinvl~~vl~v~~viny~lprslonvmsssvnmss v —— e 82 (287)

T Q Novo D4403 p 8 TAAALTASLLTLPACHRRDDEPPPRAHDAIKVDPQASLITVPIHADLGNLAAALEREIPRTLWTIDKPGQTCVPS— 82 (287

T ss_pred B HHHHHHHHHHHHHhCcCCCCCCCCCCCCCCCCCCCCeeEEEEEEEEeHHHHHHHHHHNCCeccccCCCCCCeceeC-

Q ss_pred ceEEEcCCCCCCceEEEEEECCEEE EEEEEEeccccCeeEEEEEEEeCcEEEEEEEEEEEEEEEEEEeeeceEEE

Q Q Takeout p3 66 RMVISQGESSSPVGITLTFTDNLLYGIKDQRIVKVKGFGRDLTAKHEVKIVTKTFSLVGPYNIQGKVLILPISGTGQSNM 145 (249)

Q Consensus 66 ~~ ~~n~~~~Gls i ~p~l~~~g~y i 145 (249

T Consensus 83 133 (287)




T Q Novo_D4403_p 83 KSVDIGIAKIKTPSLKCRIVGDVTRGPLRFAG--KGREIVLDMPLHAVVRAED 133 (287

T ss_pred eeEEE CCceEEEEEeeEEeeceEEEe--eCCEEEEEeeeEEEEEEEe

Q ss_pred EEE----- EEEEEEEEEeeEEEECCEEEEEEEEEEeeeceee-eEEEEecCCCCCHHHHHHHHHHHHHhHHHHHHHHHHH

Q Q Takeout p3 146 -NVRAIVSFSGKPLVKNGETYLDVTDLKITMKPES-SHYHFSNLFNGDKALGDNMNVFLNENSEAIYKETAKA 219 (249

0 Consensus R Lnvimmmm s Lonnmmn Ne~inens sy 219 (249)
..... +.+ B A AT Ak P B R T

T Consensus 134 ~~nmnnnnnnannan N i~~dwrlr~~t~vvvsvswe v sprivsvge = e A T e T id~~ 210 (287)

T Q Novo D4403 p 134 IGGVLKRETATADAVAHAVINLTLAQDWSPRGTVDIRYGWTNRPHLDFLGK---RIDFTEQAEEKLAPVIARLERELPGQ 210 (287)

T sgiprea N cccceeeeeEEEEEEEEEEEEeeeCCCceEEeEEEeeeEecCCCeEEEecE---EEechHhhhHHHHHHHHHHHHhhhHh

Q ss pred HHHHHHHHHHHHHHHHHhhC

0 Q Takeout p3 220 IDRSFGKLYLGVVKGVFSKL 239 (249)

Q Consensus 220 i 239 (249

T Consensus 211 1~~——- 1~1k~~vn~~~W~~~ 227 (287)

T Q Novo D4403 p 211 LGK---LEVRRQVERAWNSA 227 (287)

T ss pred B hhh---hhHHHHHHHHHHHh

Takeout vs. DUF2140

Query Q_LactoD2140_p3

Match columns 205

No ofiseqs 105 out of 112

Neff 7.36164

Searched HMMs 1

Date B Sun Oct 28 23:37:44 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/D2140__v_Takeout.hhr -oa3m

../results/D2140__v_Takeout.a3m -p 0 -2 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Takeout_p3 1.6 0.11 0.11 14.4 5.6 35 104-139 142-176 (249

No 1
>Q Takeout_p3
Probab=1.59 E-value=0.11 Score=14.41 Aligned cols=35 TIdentities=23% Similarity=0.439 Sum probs=0.0 Template Neff=10.000

Q ss_pred EEEEEeCCEEEEEEEEEeeEEcCCCCCEEEEEceEEE

Q QO LactoD2140_p 104 NGSFKFLGNNVKFQLTFDPLVLKNGDVLLKSKKLNV 139 (205

Q Consensus 104 ~g~~~~1lg~~v~~~l~~~PrV~~nGnl~Le~~~i~y o 139 (205
PR R R I o [ o

T Consensus 142 ~~nm~nm~nnannan N~~~ Irin~n~n 176 (249

T Q Takeout_p3 142 QSNMTMVNVRAIVSFSGKPLV-KNGETYLDVTDLKI 176 (249

T ss_pred eEEEEEEEEEEEEEEEeeEEE-ECCEEEEEEEEEEe

Takeout vs. Rv0817c

Query Q Rv0817c_p3

Match_columns 270

No_of_ segs 122 out of 126

Neff 8.86375

Searched HMMs 1

Date Sun Oct 28 23:33:24 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Rv08l6c__v__Takeout.hhr -oa3m

../results/Rv08l6c__v__ Takeout.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -

contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit

1 Q Takeout_j]

No 1
>Q Takeout_p3

Probab=0.20

p3

Prob E-value P-value Score SS Cols Query HMM Template HMM
0.2 0.44 0.44 10.4 5.0 49 216-264 37-91  (249)

Q ss_pred HHHHHHHHHHhcccCCCCCCC--CCccceEEEEeCC----eEEEEEEEeceEecH

Q O Rv0817c_p3 216 DDKRDAVLHAFASKLPNQKLP--FGVVPNTVGARGS----DVIIEGITRGVTISL 264 (270

Q Consensus 216 —-——gl~v~~~g~~v~Le~ 264 (270
. R Rt e

T Consensus ~G~p~~gIP~1DPl~i~ ~an~~~~G 91 (249

T Q Takeout_ p3 37 KLCNTLFSENSAEGDPGLNLMQLDPLKVDRMVISQGESSSPVGITLTFTDNLLYG 91 (249

T ss_pred HHHHHHHhhhcCCCCCCCCCCCCCceeecceEEEcCCCCCCceEEEEEECCEEEe

igure 4B

P47 vs. AsmA-N

Query Q Clostp47_6EKT_p3

Match_columns 427

No_of_ segs 131 out of 133

Neff 9.16552

Searched HMMs 1

Date Sun Aug 19 21:14:21 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/ClostP47__v__AsmAN p3.hhr -oa3m

../results/ClostP47__v__ AsmAN p3.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000

-contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context_data.crf

No Hit

1 Q AsmAl 18

0_p3

Prob E-value P-value Score SS Cols Query HMM Template HMM
0.2 0.41 0.41 10.6 3.4 21 361-381 3-23  (180)

E-value=0.44 Score=10.44 Aligned cols=49 TIdentities=10% Similarity=-0.180 Sum probs=0.0

Template Neff=10.000



No 1
>Q AsmAl_180_p3
Probab=0.22 E-value=0.41 Score=10.57 Aligned cols=21 TIdentities=5% Similarity=-0.228 Sum probs=0.0 Template Neff=10.600

Q ss_pred hhHHHHHHHHHHHHHHHHHHH

Q Q Clostpd47_6EK 361 PGDLISLAVLSSVTHWSIKSI 381 (427)

Q Consensus 361 ~~~nn~nn i~~~ive~i~~~i 381 (427)
R R R

T Consensus 3 ~nnmsnn~ s Irn~nnnnnn 23 (180)

T Q AsmAl_180_p3 3 RFLTTLMILLVVLVAGLSALV 23 (180)

T ss_pred HHHHHHHHHHHHHHHHHHHHH

YceB vs. AsmA-N

Query Q_YceB_p3

Match_columns 186

No_of_ segs 101 out of 105

Neff 8.13253

Searched HMMs 1

Date Mon Oct 22 20:22:36 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/YceB v_AsmAl80 p3.hhr -oa3m

../results/YceB v AsmAl80 _p3.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q AsmAl_180_p3 91.1 2.8E-05 2.8E-05 32.6 7.9 107 1-119 1-112 (180
2 Q AsmAl_180_p3 5.7 0.031 0.031 15.8 4.7 65 55-119 103-175 (180
No 1

>Q AsmAl_180_p3
Probab=91.11 E-value=2.8e-05 Score=32.63 Aligned cols=107 Identities=12% Similarity=0.182 Sum probs=0.0 Template Neff=10.600

Q ss_pred ChhHHHHHHHHHHHHHHhhcccceeecC---HHHHHHHHHHHCCCcccccCCceeeE--EEEEecCeeeeccCCCCeEEE
Q O YceB p3 1 MNKFLFAAALIVSGLLVGCNQLTQYTIT---EQEINQSLAKHNNFSKDIGLPGVADA--HIVLTNLTSQIGREEPNKVTL 75 (186
Q Consensus 1 Mk~~~ Irn~n~ l~gca~~~~~~i 75 (186
[ A SR R . .
T Consensus 1 mK~~~~~n~n~ s Irn~nnmnnnnnnnn B e deted [ R A R S R R Rty 1 80 (180
T Q AsmAl_180_p3 1 MRRFLTTLMILLVVLVAGLSALVLLVNPNDFRDYMVKQVAARSGYQLQLDGPLRWHVWPQLSILSGRMSLTAQGASQPLV 80 (180
T ss_pred ChHHHHHHHHHHHHHHHHHHHHHHhcCchHHHHHHHHHHHHHhCCeEEecCcceEEeccceeEEEeeeeecCCCCCCceE
Q ss_pred EEEEEEEEecCCCceeeEEEEEEEEEEEEeCCCCeEEEeccEEE
Q Q YceB p3 76 TGDANLDMNSLFGSQKATMKLKLKALPVFDKEKGAIFLKEMEVV 119 (186
Q Consensus T6 ~~~nnnn dnm~nnnnnnn g~~~~s~~l~Yde~v~~aiyLiv~v~~ise 119 (186
+++ B T e S Rl s
T Consensus 8l ~im————m———————n e e deted Ll~~~i~in~i~l~~~~y~ 112 (180)
T Q AsmAl_180_p3 81 RAD-- —--NMRLDVALLPLLSHQLSVKQVMLKGAVIQ 112 (180
T ss_pred EEe-- —--eEEEEeehHHHhcCCeEEEEEEEeCCEEE
DUF4403-C vs. AsmA-N
Query Q AsmAl_180_p3
Match_columns 180
No_of_ segs 184 out of 186
Neff 10.5998
Searched HMMs 1
Date Thu Aug 16 13:00:05 2018
Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/AsmA N v_ D4403C.hhr -oa3m

../results/AsmA N v D4403C.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -

contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Novo_D4403C_p3 7.9 0.022 0.022 16.3 4.2 26 154-179 86-116 (202)

No 1
>Q Novo_D4403C_p3
Probab=7.94 E-value=0.022 Score=16.27 Aligned cols=26 Identities=8% Similarity=0.257 Sum probs=0.0 Template Neff=8.400

Q ss_pred eeEEEEE-——-—-— cCCCCeEEEEEEEEEeecC

O Q AsmAl 180 p3 154 DSVLVFQ-----HEDDEQVTIRNIRLOMEQD 179 (180)

Q Consensus 154 ~~~inww————=drv~~mvanlasanlslaond 179 (180)
ot [ T e

T Consensus 86 ~G~iyl~g~P~~D~~~~~l~l~dl~~~~~ t~ 116 (202)

T Q Novo_D4403C 86 KGTVWMTGVPVNADNSRRIGFENFEVSGTTD 116 (202)

T ss pred B EEEEEEEEEEEecCCCCEEEEEeeEEeccCC

DUF4403-N vs. AsmA-N

Query Q Novo_D4403_p3/1-287

Match_columns 287

No_of_ segs 108 out of 114

Neff 8.87215

Searched HMMs 1

Date Sun Oct 28 21:30:24 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/D4403N__v_AsmAN.hhr -oa3m

../results/D4403N__v_AsmAN.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q AsmAl_180_p3 7.9 0.014 0.014 19.1 3.0 22 1-22 1-22 (180

No 1
>Q AsmAl_180_p3
Probab=7.86 E-value=0.014 Score=19.13 Aligned cols=22 TIdentities=23% Similarity=0.067 Sum probs=0.0 Template Neff=10.600

Q ss_pred CchHHHHHHHHHHHHHHHHHhC
Q Q Novo D4403_p 1 MRTRRYVTAAALTASLLTLPAC 22 (287)
Q Consensus 1 M~~ ~~l~n~nnC 22 (287)




R e

T Consensus 1 mK~~~~nnnnnnn e e el 22 (180)
T Q AsmAl 180 p3 1 MRRFLTTLMILLVVLVAGLSAL 22 (180)
T ss pred ChHHHHHHHHHHHHHHHHHHHH
AsmA-N vs. DUF4403-C

Query Q AsmAl 180 p3

Match columns 180 B B

Noiof:seqs 184 out of 186

Neff 10.5998

Searched HMMs 1

Date N Thu Aug 16 13:00:05 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/AsmA N v D4403C.hhr -oa3m

../results/AsmA N v D4403C.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -

contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Novo_D4403C_p3 7.9 0.022 0.022 16.3 4.2 26 154-179 86-116 (202)

No 1
>Q Novo_D4403C_p3
Probab=7.94 E-value=0.022 Score=16.27 Aligned cols=26 Identities=8% Similarity=0.257 Sum probs=0.0 Template Neff=8.400

Q ss_pred eeEEEEE-——-—-— cCCCCeEEEEEEEEEeecC

Q QO AsmAl 180_p3 154 DSVLVFQ-----HEDDEQVTIRNIRLQMEQD 179 (180)

Q Consensus 154 ~~~is~n—————d~r~~r~nnnl~v~n~]l~lc~d 179 (180)
ot [T R e o AP

T Consensus 86 ~G~iyl~g~P~~D~~~~~l~l~dl~~~~~ t~ 116 (202)

T Q Novo_D4403C_ 86 KGTVWMTGVPVNADNSRRIGFENFEVSGTTD 116 (202)

T ss_pred EEEEEEEEEEEecCCCCEEEEEeeEEeccCC

AsmA-N vs. DUF2140

Query Q AsmAl_180_p3

Match_columns 180

No_of_ segs 184 out of 186

Neff 10.5998

Searched HMMs 1

Date Thu Aug 16 13:02:30 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/AsmA N_v_ LactoD2140.hhr -oa3m

../results/AsmA N v LactoD2140.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000

-contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context_data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q LactoD2140_p3 62.3 0.0004 0.0004 25.4 3.7 29 1-29 18-46 (205

No 1
>Q LactoD2140_p3
Probab=62.27 E-value=0.0004 Score=25.37 Aligned cols=29 TIdentities=10% Similarity=0.094 Sum probs=0.0 Template Neff=7.500

Q ss_pred ChHHHHHHHHHHHHHHHHHHHHHHhcCch

Q QO AsmAl _180_p3 1 MRRFLTTLMILLVVLVAGLSALVLLVNPN 29 (180)

Q Consensus 1 mK~~~~~n~n~nnn Irn~nnmnnnnnnn s 29 (180)
(I e R ok R o R

T Consensus 18 ~n~WK~aF~~Ll~l~l~~~~n~nnnnnnnn 46 (205

T Q LactoD2140_p 18 INWWKWAFLILIGLILGSGIWFTKTVLAP 46 (205

T ss_pred CCHHHHHHHHHHHHHHHHHHHHHHHhhCC

Rv0817c-N vs. AsmA-N

Query Q Rv0817c_p3/1-130

Match_columns 130

No_of_ segs 104 out of 126

Neff 8.2142

Searched HMMs 1

Date Mon Oct 22 16:42:56 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Rv0817c130_ v AsmAl80 p3.hhr -oa3m

../results/Rv0817c130__v_AsmAl80 p3.a3m -p 0 -2 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres
32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q AsmAl_180_p3 94.4 1.1E-05 1.1E-05 31.9 10.7 117 3-128 1-117 (180
2 Q AsmAl_180_p3 1.0 0.11 0.11 11.7 3.8 32 70-101 146-177 (180
No 1

>Q AsmAl_180_p3
Probab=94.35 E-value=1.le-05 Score=31.95 Aligned cols=117 Identities=11% Similarity=-0.046 Sum probs=0.0 Template Neff=10.600

Q ss pred cchHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCEEEEcCCcchHHHHccCcCeEEEEeccee
Q Q7§v0817c7p3/1 3 MRKVLVGVTGAAIVVAVLIVGAVGADFGASIYAEYRLSTTVRKAANLRSDPFVAILRFPFIPQAMREHYAELEIKAFAVE 82 (130
Q Consensus 3 ae~~ia~~v~n~nnnnnnan Pr~V~i~vg~PrLagle~Gr~ v n sy 82 (130
B R R - P
T Consensus 1 mK~~~~~n~n~ s lrnm~nnmnnnnn——nnnn R e ittt R A R pr~~ivm~~y 72 (180
T Q AsmAl 180 p3 1 MRRFLTTLMILLVVLVAGLSALVL--LVNPNDFRDYMVKQVAARS----GYQLQLDGPLRWHVWPQLSILSGRMSLTA-— 72 (180
T sgipredi N ChHHHHHHHHHHHHHHHHHHHHHH--hcCchHHHHHHHHHHHHHh----CCeEEecCcceEEeccceeEEEeeeeecC——
Q ss pred cCCCCceeEEEEEEeeeeeHHHhccCCCCcceeeEEEEEEEechhh
Q Q7§v0817c7p3/1 83 HAGSGTATLEATMHSIDLSYASWLIRPDAKLPVGELESRIIIDSMH 128 (130
Q Consensus 83 ~ranmannanna s Vnnnnnnnnnnnnnnn s 1~~~~ 128 (130
et B et P T
T Consensus T3 =~~~ I R Ll~~~i~in~i~clan~~y~sl~c~s~~ 117 (180

T Q AsmAl_180_p3 73 -QGASQPLVRADNMRLDVALLPLLSHQLSVKQVMLKGAVIQLTPQT 117 (180

10



T ss_pred —-CCCCCceEEEeeEEEEeehHHHhcCCeEEEEEEEeCCEEEeeeCc

Takeout vs. AsmA-N

Query Q AsmAl_180_p3

Match_columns 180

No_of_ segs 184 out of 186

Neff 10.5998

Searched HMMs 1

Date Thu Aug 16 12:57:40 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/AsmA N v Takeout.hhr -oa3m

../results/AsmA N v Takeout.a3m -p 20 -z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -

contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Takeout_p3 3.0 0.038 0.038 15.3 2.1 18 1-18 1-18 (249

No 1
>Q Takeout_p3
Probab=2.98 E-value=0.038 Score=15.33 Aligned cols=18 TIdentities=22% Similarity=0.263 Sum probs=0.0 Template Neff=10.000

Q ss_pred ChHHHHHHHHHHHHHHHH

0 O AsmAl 180 p3 1 MRRFLTTLMILLVVLVAG 18 (180)

Q Consensus 1 mK~~~~~n~n~ s I~~~ 18 (180)
[

T Consensus 1 18 (249)

T Q Takeout_ p3 1 MFAIAFAVVLCLLVSVDA 18 (249

T ss_pred CHHHHHHHHHHHHHHhcC

Figure 4C
AsmA-N vs. Rv0817c-N — as above.

Chorein-N vs. Rv0817c-N

Query Q Rv0817c_p3/1-130

Match_columns 130

No_of_ segs 104 out of 126

Neff 8.2142

Searched HMMs 1

Date Mon Oct 22 16:46:50 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Rv0817c130_ v ChorN115 p3 1.hhr -oa3m

../results/Rv0817c130__v_ChorN115 p3 1.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres
32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q ChorN115 p3 54.6 0.00029 0.00029 24.0 1.8 37 59-100 50-86 (115
2 Q ChorN115_ p3 6.4 0.022 0.022 14.8 4.6 39 92-130 33-73  (115)
No 1

>0 ChorN115 p3
Probab=54.57 E-value=0.00029 Score=23.96 Aligned cols=37 Identities=11% Similarity=0.217 Sum probs=0.0 Template Neff=7.900

Q ss_pred CCcchHHHHccCcCeEEEEecceecCCCCceeEEEEEEeeee

Q QiRv0817C7p3/l 59 RFPFIPQAMREHYAELEIKAFAVEHAGSGTATLEATMHSIDL 100 (130

Q Consensus 59 grP~Lagla~Grnm sV nUs s v s v s V~~ 100 (130
L B e I o] |+

T Consensus 50 ~lp~--~v~~g~ig~l~i~iP---w~~1l~s~pv~i~i~dv~i 86 (115

T Q ChorN115_ p3 50 NLPV--IISKGILKTLEVEVP---WKSIKTDPFKIKIKGLHI 86 (115

T ss_pred CCCE--EEEEEEEeEEEEEEe---chhcCCCCEEEEEEeEEE

Chorein-N vs. AsmA-N

Query Q AsmAl_180_p3

Match_columns 180

No_of_ segs 184 out of 186

Neff 10.5998

Searched HMMs 1

Date Tue Aug 21 22:48:10 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/AsmANP3__v__ ChorNP3.hhr -oa3m

../results/AsmANP3__v_ ChorNP3.a3m -p 0 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q ChorN115 p3 92.7 1E-05 1E-05 30.0 6.4 89 31-122 1-97 (115
2 Q ChorN115_p3 0.1 0.47 0.47 7.8 6.3 39 142-180 50-92 (115
No 1

>0 ChorN115 p3
Probab=92.69 E-value=le-05 Score=29.99 Aligned cols=89 TIdentities=15% Similarity=0.121 Sum probs=0.0 Template Neff=7.900

Q ss_pred HHHHHHHHHHHHhCCeEE-ecCcceEEeccceeEEE ccccecece EEEeeEEEEeehHHHhcCCeEEE

Q Q AsmAl 180 p3 31 LVRADNMRLDVALLPLLSHQLSVK 102 (180
0 Consensus 31 ~~Llv~~i~i~ 102 (180)
.. e o I
~~1lp~~v~~g~ig~l~i~iPw~~1l~s~pv—-—— 77 (115

T Consensus 1 le~~v~~~l~~~Lg~yine~

T Q ChorN115_ p3 1 FESLIADFLTKTIGKYIEDLDVNSVSVSLWNGNVQLKNLQVKKDACSAFNLPVIISKGILKTLEVEVPWKSIKTDPEF- 77 (115
T ss_pred ChHHHHHHHHHhhHHHHhcCChhhceEEEeeCeEEEEEEEEChhHHHhcCCCEEEEEEEEeEEEEEEechhcCCCCE-——

Q ss_pred EEEEeCCEEEeeeCcccCCC

Q O AsmAl 180 p3 103 QVMLKGAVIQLTPQTEAVRS 122 (180)

Q Consensus 103 ~i~l~~~~y~le~v~~~ge~~ 1220 (180)
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I S L
T Consensus 78 ~i~i~dv~i~l~pr~ssnas 97 (115
T Q ChorN115 p3 78 KIKIKGLHIISQPQTVFVED 97 (115)
T ss pred EEEEEeEEEEEEeCCCCCCC
Rv0817c-N vs. TamB-N
Query Q Rv0817c p3/1-130
Match_columns 130 B
No of segs 104 out of 126
Neff 8.2142
Searched HMMs 1
Date Mon Oct 22 16:48:20 2018
Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Rv0817c130_ v TamB150 p3.hhr -oa3m

../results/Rv0817c130__v_TamB150 p3.a3m -p 0 -2 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres
32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q TamB1_150_p3 92.2 3.9E-05 3.9E-05 29.0 10.2 111 1-130 1-111 (150
2 Q TamBl_150_p3 0.8 0.12 0.12 11.4 1.3 18 80-97 132-149 (150
No 1

>Q TamBl_150_p3
Probab=92.20 E-value=3.9e-05 Score=28.99 Aligned cols=111 TIdentities=11% Similarity=0.002 Sum probs=0.0 Template Neff=9.300

Q ss_pred CCcchHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCEEEECCCcchHHHHccCcCeEEEEecc

Q QiRvO8l7C7p3/l 1 MPMRKVLVGVTGAAIVVAVLIVGAVGADFGASIYAEYRLSTTVRKAANLRSDPFVAILRFPFIPQAMREHYAELEIKAFA 80 (130

Q Consensus 1 mr~rre~~~~n~n~n ivv~vi~~~~y~ade~s~ness ae~~ia~~v~~n~nnnnn Pr~V~i~vg~P~Lagle~Gr~ v~ U~y 80 (130
[+4. 4+ B e R TR +oF R I s

T Consensus 1 Mk~~~ran~snnn I ll~t~~gnm~nnnnnnnn ~nlain ~nGr Ll 1~~ 62 (150

T Q TamBl_150_p3 1 MSLWKKISLGVVIVILLLLGSVAFLVGTTSGLHLVFKAADRWV- PGLDIGK VTGGWRD--LTLSD 62 (150

T ss_pred CchHHHHHHHHHHHHHHHHHHHHHHHCChhHHHHHHHHHHHhC CeEEEE Eeeeecc--EEEEe

Q ss_pred eecCCCCceeEEEEEEeeeeeHHHhccCCCCcceeeEEEEEEEechhhcC

Q QiRvO8l7C7p3/l 81 VEHAGSGTATLEATMHSIDLSYASWLIRPDAKLPVGELESRIIIDSMHLG 130 (130
Q Consensus 130 (130)

T Consensus 111 (150)
T Q TamBl_150_p3 63 VRYEQ-PGVAVKAGNLHLAVGLECLWNSSVCINDLALKDIQVNIDSKKMP 111 (150
T ss_pred EEEee-CCEEEEEEEEEEEEcHHHHhcCeeEEEEEEEcceEEEEeecCCC

Rv0817c-N vs. TamB-N (blast x1)

Query Q Rv0817c_p3/1-130

Match_columns 130

No_of_ segs 104 out of 126

Neff 8.2142

Searched HMMs 1

Date Mon Oct 22 17:07:11 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Rv0817c130p3_ v _TamB150pl.hhr -oa3m

../results/Rv0817c130p3_ v _TamB150pl.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres
32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q TamBl_150_pl 49.7 0.0023 0.0023 21.0 6.9 73 1-101 1-73 (150
2 Q TamBl_150_pl 0.6 0.13 0.13 12.0 0.9 14 92-105 137-150 (150
No 1

>Q TamBl_150_pl
Probab=49.73 E-value=0.0023 Score=21.04 Aligned cols=73 TIdentities=10% Similarity=-0.017 Sum _probs=0.0 Template Neff=6.700

Q ss_pred CCcchHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCEEEECCCcchHHHHccCcCeEEEEecc

Q QiRv0817C7p3/l 1 MPMRKVLVGVTGAAIVVAVLIVGAVGADFGASIYAEYRLSTTVRKAANLRSDPFVAILRFPFIPQAMREHYAELEIKAFA 80 (130

Q Consensus 1 mr~rre~~~~n~nan ivv~vli~~~~y~ades~ness ae~~ia~~v~~n~nnnnn Pr~V~i~vg~P~Lagle~Gr~ vy~~~ 80 (130
[+4=]+.eenn. B R R e Tt

T Consensus 1 M~~~kkinl~n~nnnn 1lr~nnn~ 11~T~~Gr~~ ~~~a~k~vpgL~I~~v~ 52 (150

T Q TamBl_150_pl 1 MSLWKKISLGVVIVILLLLGSVAFLVGTTSGLHLV: FKAADRWVPGLDIGKVT 52 (150

T ss_pred CcHHHHHHHHHHHHHHHHHHHHHHHHCcCHHHHHHH HHHHHHhCCCcEEEEEE

Q ss_pred eecCCCCceeEEEEEEeeeee

0 O _Rv0817c_p3/1 81 VEHAGSGTATLEATMHSIDLS 101 (130)

Q Consensus 81 V- 101 (130)
T P P S e S

T Consensus 53 Grl~~ltL~~v~y~~~gu~v~ 73 (150)

T Q TamBl_150_pl 53 GGWRDLTLSDVRYEQPGVAVK 73 (150)

T ss_pred ecccccEEEeeEEecCCEEEE

AsmA-N vs. TamB-N

Query Q AsmAl_180_p3

Match_columns 180

No_of_ segs 184 out of 186

Neff 10.5998

Searched HMMs 1

Date Wed Aug 22 18:53:05 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/AsmA N_v__ TamB p3.hhr -oa3m

../results/AsmA N_v_ TamB p3.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -

contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q TamB1_150_p3 99.7 6.9E-22 6.9E-22 109.7 19.1 149 1-161 1-149 (150

No 1
>Q TamBl_150_p3
Probab=99.69 E-value=6.9e-22 Score=109.71 Aligned cols=149 Identities=11% Similarity=0.119 Sum probs=0.0 Template Neff=9.300

Q ss_pred ChHHHHHHHHHHHHHHHHHHHHHHhcCchHHHHHHHHHHHHHhCCeEEecCcceEEeccceeEEEeeeeecCCCCCCceE
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Q QO AsmAl_180_p3 1 MRRFLTTLMILLVVLVAGLSALVLLVNPNDFRDYMVKQVAARSGYQLQLDGPLRWHVWPQLSILSGRMSLTAQGASQPLV 80 (180

Q Consensus 1 mK~~~~~n~n~ s Irn~nnm~nnnvnnn B e deted [ R A R S R R Rty 1 80 (180
I I N R R R R +..+

T Consensus 1 Mk~~~ran~n~nnn Irin~nnnnnn ll~t~~vgrmmsvvm s 1~i~~~~Grl~ —~nn ]l Ay~ ~~1 72 (150

T Q TamBl_150_p3 1 MSLWKKISLGVVIVILLLLGSVAFLVGTTSGLHLVFKAADRWVPG-LDIGKVTGGWR----DLTLSDVRYEQP---GVAV 72 (150

T ss_pred CchHHHHHHHHHHHHHHHHHHHHHHHCChhHHHHHHHHHHHhCCC-eEEEEEeeeec----cEEEEeEEEeeC---CEEE

Q ss_pred EEeeEEEEeehHHHhcCCeEEEEEEEeCCEEEeeeCcccCCCCCCCCCCCCCCCCCecCCCleceeeeeEEEEeeEEEEERE

Q QO AsmAl_180_p3 81 RADNMRLDVALLPLLSHQLSVKQVMLKGAVIQLTPQTEAVRSEDAPVAPRDNTLPDLSDDRGWSFDISSLKVADSVLVFQ 160 (180

Q Consensus 81l ~i~~lemmnnnnn Ll~~~vivinv~viclonmssynlssnnn [ R R R L TR iv~mnlv~~~is~e~ 160 (180
B I [ R R o A R S A T e e IR S

T Consensus 73 ~~mn~lalrmsnnn Ll~~~lrinm~lonnsss I~vmvmnmmsnmn v 1P~~i~i~~l~in~~~l~~~ 148 (150

T Q TamBl_150_p3 73 KAGNLHLAVGLECLWNSSVCINDLALKDIQVNIDSKKMPPSEQVEEEEDSGPLDLS----TPYPITLTRVALDNVNIKID 148 (150

T ss_pred EEEEEEEEEcHHHHhcCeeEEEEEEEcceEEEEeecCCCCCcccccccCCCCCCCC----CCceEEEecEEEEEeEEEec

Q ss_pred c

0 Q AsmAl 180 p3 161 H 161 (180

Q Consensus 161 4 161 (180)
|

T Consensus 149 d 149 (150)

T Q TamBl 150 p3 149 D 149 (150)

T ss_pred C

AsmA-N vs. TamB-N (BLASTx1)

Query Q AsmAl_180_p3

Match_columns 180

No_of_ segs 184 out of 186

Neff 10.5998

Searched HMMs 1

Date Fri Aug 24 11:05:04 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/AsmA Np3_ v__ TamB pl.hhr -oa3m

../results/AsmA Np3 v_ TamB pl.a3m -p 20 -2 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -
contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q TamBl_150_pl 99.0 1.5E-14 1.5E-14 73.8 17.3 149 1-161 1-149 (150

No 1
>Q TamBl_150_pl
Probab=99.01 E-value=1.5e-14 Score=73.79 Aligned cols=149 TIdentities=12% Similarity=0.190 Sum probs=0.0 Template Neff=6.700

Q ss pred ChHHHHHHHHHHHHHHHHHHHHHHhcCchHHHHHHHHHHHHHhCCeEEecCcceEEeccceeEEEeeeeecCCCCCCceE

Q QigSmA171807p3 1 MRRFLTTLMILLVVLVAGLSALVLLVNPNDFRDYMVKQVAARSGYQLQLDGPLRWHVWPQLSILSGRMSLTAQGASQPLV 80 (180

Q Consensus 1 mK~~~~~n~n~ s Irn~nnmnnnnnnnn B e deted R A R R R Ry 1 80 (180
IR e R R R R TIPSl K S, B +-+

T Consensus 1 Mr~~kkinvlvssmnns 1l~mmm~ 11~T~~Gr~~~~~~ank~vpg=-LoI~~y~Gr—=1~~==1tL~~y~y~~~——— gv~v 72 (150

T Q TamBl 150 pl 1 MSLWKKISLGVVIVILLLLGSVAFLVGTTSGLHLVFKAADRWVPG-LDIGKVTGG--WRD--LTLSDVRYEQP---GVAV 72 (150

T Sgipredi N CcHHHHHHHHHHHHHHHHHHHHHHHHCcCHHHHHHHHHHHHHhCCC-cEEEEEEec--ccc--cEEEeeEEecC---CEEE

Q ss_pred EEeeEEEEeehHHHhcCCeEEEEEEEeCCEEEeeeCcccCCCCCCCCCCCCCCCCCecCCCleceeeeeEEEEeeEEEEERE

Q QO AsmAl 180_p3 81 RADNMRLDVALLPLLSHQLSVKQVMLKGAVIQLTPQTEAVRSEDAPVAPRDNTLPDLSDDRGWSFDISSLKVADSVLVFQ 160 (180
Q Consensus 81 ~i~~l~~ ~Ll~~~vinis~inlo~ncynsls ~ 160 (180

el [ I R .. B R S
T Consensus 73 ~~~nlalivla~a~aCLa~~~1CIn~ln~~nn~y~i— ~~i~1P~pI~1~~1~L~ni~1~id 148 (150
T Q TamBl 150 pl 73 KAGNLHLAVGLECLWNSSVCINDLALKDIQVNI DSKKMPPSEQVEEEEDSGPLDLSTPYPITLTRVALDNVNIKID 148 (150
T ss pred EEeeEEEEEChHHhhCCeEEEEEEEEcceEEEe----ccccCCCeccCCCeCCCCCeeeecceEEEEeeEEEeceEEEeC
Q ss pred c
Q Q AsmAl 180 p3 161 H 161 (180)
Q Consensus 161 d 161 (180)
|
T Consensus 149 4 149 (150)
T Q TamBl 150 pl 149 D 149 (150)
T ss_pred C
Chorein-N vs. TamB-N
Query Q TamBl 150 p3
Match columns 150 B B
Noiof:seqs 101 out of 104
Neff 9.26937
Searched HMMs 1
Date B Mon Oct 22 17:17:55 2018
Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/TamB150_ v _ChorN115 p3.hhr -oa3m

../results/TamB150__v_ChorN115 p3.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres
32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q ChorN115 p3 94.6 1.9E-06 1.9E-06 34.1 6.9 85 29-116 3-99 (115
2 Q ChorN115_p3 4.3 0.031 0.031 14.0 3.1 21 128-148 48-68 (115
No 1

>0 ChorN115 p3
Probab=94.62 E-value=1.9e-06 Score=34.13 Aligned cols=85 TIdentities=9% Similarity=0.177 Sum_probs=0.0 Template Neff=7.900

Q ss_pred hhHHHHHHHHHHHhCCCeEEEEEeeeec-c-EEEEeEEEeeCCEE-————————— EEEEEEEEEEcHHHHhcCeeEEEEE

Q Q TamBl_150_p3 29 TSGLHLVFKAADRWVPGLDIGKVTGGWR-D-LTLSDVRYEQPGVA-- ——-VKAGNLHLAVGLECLWNSSVCINDL 96 (150

Q Consensus 29 ~nvgemmmms s l~in~nmnGrlr—~—n~~ R T —=l~~nnlnlanmnnns Ll~~~l~i~~1 96 (150
B T e o B e et S Il S S T S T N PR [ .+

T Consensus 3 ~~yn~~lassLgvyivvsssnvnlovnlscGri~sLvnlvLv vy lp~~v~~g~ig~l~i~iPw~~1l~s~pv---~1i 79 (115

T Q ChorN115_ p3 3 SLIADFLTKTIGKYIEDLDVNSVSVSLWNGNVQLKNLQVKKDACSAFNLPVIISKGILKTLEVEVPWKSIKTDPF---KI 79 (115

T ss_pred HHHHHHHHHhhHHHHhcCChhhceEEEeeCeEEEEEEEEChhHHHhcCCCEEEEEEEEeEEEEEEechhcCCCCE---EE
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Q ss_pred EEcceEEEEeecCCCCCccc
Q Q TamBl 150 p3 97 ALKDIQVNIDSKKMPPSEQV 116 (150)

Q Consensus 97~~~ I~vmmmnnvnnn s 116 (150)
Bt T P S Y +

T Consensus 80 ~i~dv~i~l~prrmmsnnas 99 (115

T Q ChorN11l5 p3 80 KIKGLHIISQPQTVEFVFDAE 99 (115

T ss pred EEEeEEEEEEeCCCCCCCHH

Chorein-N vs. TamB-N (BLASTx1)

Query Q TamBl_150_p1

Match_columns 150

No_of_ segs 102 out of 106

Neff 6.69682

Searched HMMs 1

Date Fri Aug 24 11:03:23 2018

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/TamB150pl__v_ ChorN115 p3.hhr -oa3m

../results/TamB150pl__v_ ChorN115 p3.a3m -p 20 -Z 250 -loc -z 1 -b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres
32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q ChorN115 p3 86.4 6.6E-05 6.6E-05 29.2 6.0 83 33-118 7-101 (115

No 1
>0 ChorN115 p3
Probab=86.37 E-value=6.6e-05 Score=29.23 Aligned cols=83 Identities=12% Similarity=0.256 Sum probs=0.0 Template Neff=7.900

Q ss pred HHHHHHHHHhCCCcEEEEEEec-ccc-cEEEeeEEecCCE-—————————— EEEEeeEEEEECchHHhhCCeEEEEEEEEcCC

Q QigamBlilSinl 33 HLVFKAADRWVPGLDIGKVTGG-WRD-LTLSDVRYEQPGV--— —-AVKAGNLHLAVGLECLWNSSVCINDLALKD 100 (150

Q Consensus 33 ~~~rv~~ank~vpgL~Iv~v~Gr=la~=1tLe~vy~y~~~rgy-— —=~y~~~~l~Lvl~~y~CLv~~~1CI~v~1v~~~ 100 (150
B R it P ot 20 [ PN O e S P i P S | ]

T Consensus 7 ~~l~~~Lgrvyis~vnvvssnlas~loaGrivLvnl~vLvsvnvvs s lp~~v~~g~ig~l~i~iPw~~1l~s~pv~i---~i~d 83 (115

T Q ChorN115 p3 7 DFLTKTIGKYIEDLDVNSVSVSLWNGNVQLKNLQVKKDACSAFNLPVIISKGILKTLEVEVPWKSIKTDPFKI---KIKG 83 (115

T Sgipred N HHHHHhhHHHHhcCChhhceEEEeeCeEEEEEEEEChhHHHhcCCCEEEEEEEEeEEEEEEechhcCCCCEEE---EEEe

Q ss pred eEEEeccccCCCcccCCC

Q Q TamBl 150 pl 101 IQVNIDSKKMPPSEQVEE 118 (150)

Q Consensus 101 ~~v~i~~~~~prs~~~~~ 118 (150)
B P I

T Consensus 84 v~i~vl~prvssnnmassan 101 (115

T Q ChorN115_ p3 84 LHIISQPQTVEVFDAEQY 101 (115)

T ss_pred EEEEEEeCCcCCCCHHHH

Mdm31p (131-312) vs. Rv0817c

Query Q Mdm31 b3/131-312

Match columns 182 B

Noiof:seqs 104 out of 136

Neff 6.14424

Searched HMMs 1

Date B Thu Jul 11 16:23:47 2019

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Mdm3lcut_v_Rv0817cdTMH.hhr -oa3m

../results/Mdm3lcut_v_Rv0817cdTMH.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -realign -mact 0.3 -
maxres 32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Rv0817c_p3/30-130 0.2 0.38 0.38 9.1 8.9 39 17-57 10-49 (101)

No 1
>Q Rv0817c_p3/30-130
Probab=0.19 E-value=0.38 Score=9.13 Aligned cols=39 Identities=8% Similarity=0.089 Sum probs=16.9 Template Neff=8.500

Q ss_pred HHHHHHHHHhhcCCcEEEeCCc-cCcccCCCeEEEeEEEEEe
Q QiMdm317b3/l3l 17 LASKIGKFITKNESLSIVFESA-IVPDWSSGKISFQKVEVSR 57 (182)
Q Consensus 17 va~~ig~~Lt~~tGi~V~FesA-ivP~WkdG~I~f~NV~V~~ 57 (182)
R R [ I 2 I [ N R I
T Consensus 10 va~~l~~~~~l~~vapsVnvi~cg~Pr~Lvgle~gry——~~y~ic~ 49 (101
T QiRvO8l7C7p3/3 10 LSTTVRKAANLRSDPFVAILRFPFIPQAMREHY--AELEIKA 49 (101)
T ss_pred HHHHHHHHcCCCCCCEEEEecCcchHHHHcccc--ceEEEEe
Confidence 3333333222233345555542 4555556554 4444433

Mdm31p (131-312) vs. Chorein-N

Query Q_Vpsl3chorN_p3

Match_columns 127

No_of_ segs 128 out of 132

Neff 7.9632

Searched HMMs 1

Date Thu Jul 11 16:19:52 2019

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/ChoreindNp3 v__ Mdm3lcut.hhr -oa3m

../results/ChoreindNp3_v_ Mdm3lcut.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -realign -mact 0.3 -
maxres 32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Mdm31 b3/131-312 56.9 0.0019 0.0019 22.4 7.9 63 30-92 43-138 (182)
2 Q Mdm31 b3/131-312 0.7 0.17 0.17 12.0 4.4 28 16-43 96-129 (182
No 1

>Q Mdm31_b3/131-312
Probab=56.92 E-value=0.0019 Score=22.41 Aligned cols=63 TIdentities=6% Similarity=0.125 Sum probs=36.6 Template Neff=6.100

Q ss_pred EEecEEEEEeEEECHHHHHh CCCEEEEEEEECEEEEEeehhh-cccccE
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Q Q Vpsl3chorN p 30 VWNGKVRLDNLELQREALDQ LKLPINVIKGHLGHLVLHIPWKT-LASEQV 78 (127

Q Consensus 30 1~~G~i~l~nl~l~~~~l~ ~~1P~~y~~g~Igrl~i~viPw~~—1~s~p~ 78 (127)
R I I S S T B i I S S
T Consensus 43 WKAG~I~EANVAV~ A~ rvAnm A m v av v v v v v v MmN NN N NN NN N N NN NN N n~t~fdl~Id~idvtLS1~kW1~GkGL 122 (182)
T QiMdm317b3/l3l 43 WSSGKISFQKVFVSRRPKVSRGFTKGSQQDALQRAKLALSERILVNQQDFDNGNYTQFDLTIDQVDISLNFRKWINGKGI 122 (182)
T ss_pred cCCCeEEEeEEEEEecCCCCCccccCchHHHHHHHHHhhhhhhhhcecccccCCCeEEEEEEEEEEEEEEEeHHHHCCCCe
Confidence 34699999999996432110 00112222456888888886444 333332
Q ss_pred --EEEEEEEEEEEEeC
Q Q Vpsl3chorN p 79 --KINIEDVFLLASPK 92 (127)
Q Consensus 79 ——~i~in~v~lal~~~ 92 (127)
SR
T Consensus 123 I~d~~I~GvrG~Vdr~ 138 (182)
T Q Mdm31 b3/131 123 LDEVTINGLRGVIDRT 138 (182)
T ss_pred eeEEEEeceEEEEECC
Confidence 47788887777543

No 2
>Q Mdm31_b3/131-312
Probab=0.69 E-value=0.17 Score=12.04 Aligned cols=28 Identities=25% Similarity=0.420 Sum probs=15.4 Template Neff=6.100

Q ss_pred HHHh-CCCHHhc--eEEEE---ecEEEEEeEEEC

Q Q Vpsl3chorN p 16 MYVK-NFDPKQL--KWEVW---NGKVRLDNLELQ 43 (127)

Q Consensus 16 ~yi~=—~l~~~~l——~~nl~——=~G~i~1l~nl~1~ 43 (127)
R e S RS R

T Consensus 96 n~t~fdl~Id~idvtLS1~kWl~GkGLI~d~~I~ 129 (182)

T QiMdm317b3/l3l 96 NYTQFDLTIDQVDISLNFRKWINGKGILDEVTIN 129 (182)

T ss_pred CeEEEEEEEEEEEEEEEeHHHHcCCCceeEEEEe

Confidence 3443 3444444 44553 587777777765

Mdm31p (131-312) vs. AsmA-N

Query Q Mdm31_b3/131-312

Match_columns 182

No_of_ segs 104 out of 136

Neff 6.14424

Searched HMMs 1

Date Thu Jul 11 16:26:32 2019

Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/Mdm3lcut_v__AsmALLdNr.hhr -oa3m

../results/Mdm3lcut__v__ AsmALLdNr.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -realign -mact 0.3 -
maxres 32000 -contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q AsmA p3/26-123 87.9 0.00016 0.00016 27.6 9.5 85 16-137 5-90 (98)

No 1
>Q AsmA_p3/26-123
Probab=87.89 E-value=0.00016 Score=27.59 Aligned cols=85 Identities=7% Similarity=0.058 Sum _probs=56.7 Template Neff=8.100

Q ss_pred HHHHHHHHHHhhcCCcEEEeCCccCccc-CCCeEEEeEEEEEecCCCCCccccCchHHHHHHHHHhhhhhhhhecececeeC
Q QiMdm317b3/l3l 16 YLASKIGKFITKNESLSIVFESAIVPDW-SSGKISFQKVEVSRRPKVSRGFTKGSQQDALQRAKLALSERILVNQQDEDN 94 (182)
Q Consensus 16 ~va~~ig~~Lt~~tGi~V~FesAivP~W-kdG~I~f~NV~V~ ~n ~nn 94 (182)
R R T R S T [++.+] .+,
T Consensus 5 ~~nknrinnmnaynnntGranaI~Grlan~aaPrnninnnnysnnnnn - 50 (98
T QiASmA7p3/26—l 5 DFRDYMVKQVAARSGYQLQLDGPLRWHVWPQLSILSGRMSLTAQGA - 50 (98
T ss_pred hHHHHHHHHHHHHHCCcEEEcCCeEEEEcCceEEEEeceEEcCCcC -=
Confidence 3445677778888999998875432221 12225666666643110
Q ss_pred CCeEEEEEEEEEEEEEEEeHHHHcCCCceeEEEEeceEEEEEC
Q QiMdm317b3/l3l 95 GNYTQFDLTIDQVDISLNFRKWINGKGILDEVTINGLRGVIDR 137 (182)
Q Consensus 95 ~n~t~fdl~Id~idvtLS1~kWl~GKGLI~d~~I~GvrG~Vdr 137 (182)
B R e [ R s
T Consensus 51 --- ~1~pLl~g~~~1i ~l~~prinle~ 90 (98)
T QiASmA7p3/26—l 51 ---SQPLVRADNMRLDVALLPLLSHQLSVKQVMLKGAVIQLTP 90 (98)
T ss_pred ——--CCCcEEEEEEEEEEecHHHHcCCeEEeEEEEeCCEEEeee
Confidence 1223789999999999999999999999998886544433
Mdm31p (131-312) vs. TamB-N
Query Q TamBl_150_p3/27-150
Match_columns 124
No_of_ segs 100 out of 104
Neff 9.57656
Searched HMMs 1
Date Thu Jul 11 16:16:02 2019
Command hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/TamB_delT_v_Mdm3lcut.hhr -oa3m

../results/TamB_delT v_Mdm3lcut.a3m -p 0 -Z 1000 -loc -z 1 -b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000
-contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context_data.crf

No Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
1 Q Mdm31 b3/131-312 96.7 1.8E-07 1.8E-07 39.9 12.9 118 1-121 9-174 (182)
2 Q Mdm31 b3/131-312 1.7 0.075 0.075 13.2 2.0 11 105-115 100-110 (182)
No 1

>Q Mdm31_b3/131-312
Probab=96.73 E-value=1.8e-07 Score=39.91 Aligned cols=118 TIdentities=8% Similarity=0.184 Sum probs=0.0 Template Neff=6.100

Q ss pred CChhHHHHHHHHHHhhCC---CcEEEEEeeeec—----c-eEEEeEEEecC

Q QigamBlil507p3 1 GTTSGLHLVFKAADRWVP---GLDIGKVTGGWR----D-LTLSDVRYEQP 42 (124)

Q Consensus 1 ~g~v~vgemvnvlasvsvnvmsvsnn oo l~in~nnGrlr————~—n~~ R 42 (124)
P P S [ 4] ==t =+ [ I R

T Consensus 9 Nt~~~ge~va~~ig~~Lt~~tGi~V~FesAiVP~WkdG~I~f~NV~Vr~~rmrrm~m s~ v 88 (182)

T Q Mdm31l b3/131 9 NTVFAQEYLASKIGKFITKNESLSIVFESAIVPDWSSGKISFQKVEFVSRRPKVSRGFTKGSQQDALQRAKLALSERILVN 88 (182)

T sgipredi hhhhcHHHHHHHHHHHHhhCCCcEEEeCCccCcccCCCeEEEeEEEEEecCCCCCeccccCchHHHHHHHHHhhhhhhhhe

15



=] 0100

ER|

=] 0100

ER|

ss_pred
Q TamBl_150_p3
Consensus

Consensus
Q Mdm31 b3/131
ss_pred

ss_pred
Q TamBl_150_p3
Consensus

Consensus
Q Mdm31 b3/131
ss_pred

No 2
>0 Mdm31_b3/131-312

Probab=1.73

Q
Q
Q

T
T
T

ss_pred
Q TamBl_150_p3
Consensus

Consensus
Q Mdm31 b3/131
ss_pred

113
113

166
166

105
105

100
100

—--CEEEEEEEEEEEecHHHHhcCeEEEEEEEEcceEEEEecCCCCCccccccccCCCCCCCCCCeeEEEeee
——-GVAVKAGNLHLAVGLECLWNSSVCINDLALKDIQVNIDSKKMPPSEQVEEEEDSGPLDLSTPYPITLTRV

————————————— l~~~~l~l~~~~~~Ll~~~~~1~~l~~~~~~l~~~~~~~~~~~~~~~~~~~~~~~~~lP~~1 i~~1
B R R A [ [N T S S [ N R
~~~~~~~ n~t~ fdl Id~idvtLSl~ le GkGLI~d~~I~ Ger~Vdr~~v~w~—— ~an~pr~~pass~~gdfel v~

QQDFDNGNYTQFDLTIDQVDISLNFRKWINGKGILDEVTINGLRGVIDRTHVVWK---KDDDPKNYLNVYQPGDFEISKF
cccccCCCeEEEEEEEEEEEEEEEeHHHHCCCCceeEEEEeceEEEEECcccccC---CCCChhHhheccCCCCCeeEeeE

EEEeeEEEE
ALDNVNIKI 121 (124)
~imvma~le~ 121 (124)
A

ki~D~~vtv 174 (182)
TMNDVLCTL 174 (182)
EEEEEEEEE

ceEEEeeeEEE
YPITLTRVALD 115 (124)
~~invis~l~i~ 115 (124)
[++. | +++. |+
fdl~Id~idvt 110 (182)
FDLTIDQVDIS 110 (182)
EEEEEEEEEEE

Mdm31p (131-312) vs. TamB-N (BLASTx1)

Query

Match_columns 124

No_of_seqgs
Neff

Searched HMMs 1

Date
Command
./results/TamB_dTpl v _Mdm3lcut.a3m -p 0 -Z 1000 -loc -z 1

Q TamBl 150 p1/27-150

101 out of 106
6.74852

Thu Jul 11 16:17:17 2019
hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/TamB_dTpl v_Mdm3lcut.hhr -oa3m
-b 1 -B 1000 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000

-contxt /cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context_data.crf

No Hit

1 O Mdm31 b3/131-312
2 Q Mdm31 b3/131-312

No 1
>0 Mdm31_b3/131-312

Probab=91.23

Q
Q
Q

T
T
T

ss_pred
Q TamBl_150_p1
Consensus

Consensus
Q Mdm31 b3/131
ss_pred

44
44

100
100

Prob E-value P-value Score SS Cols Query HMM Template HMM
91.2 2.9E-05 2.9E-05 33.0 7.9 77 44-123 100-176 (182)
1.3 0.094 0.094 14.0 2.0 14 60-73 43-56  (182)

EEEEEeeEEEEEchHHhccCeEEEEEEEEcceEEEeccccCCCccccCCcCCCCCceeecceEEEEeeEEEeceEEEecC
VAVKAGNLHLAVGLECLWNSSVCINDLALKDIQVNIDSKKMPPSEQVEEEEDSGPLDLSTPYPITLTRVALDNVNIKIDD

R g B P B o8 P o e R Vriv~nnn PSS~~~ ~~i~1P~~I~1l~~1l~L~ni~l~idd
B [ RS et I - P I Pl IE S (P
fdl~Id~idvtLS1~kWl~GkGLI~d~~I~ Ger~Vdr~~v~w~— el S bt st gdfel~~~ki~D~~vtv~q

FDLTIDQVDISLNFRKWINGKGILDEVTINGLRGVIDRTHVVWK---KDDDPKNYLNVYQPGDFEISKFTMNDVLCTLYQ
EEEEEEEEEEEEEeHHHHcCCCceeEEEEeceEEEEECcccccC---CCCChhHhheccCCCCCeeEeeEEEEEEEEEEeC

ALSO: BPI_N vs. BPI_C

Query

Match_columns 230

No_of_ seqgs
Neff

Searched HMMs 1

Date
Command
-p 20 -Z 250 -loc -z 1

Mon Jul
hhsearch -cpu 8 -i ../results/full.a3m -d ../results/db -o ../results/BPI N v C.hhr -oa3m

O BPI_N_p3

105 out of 119
9.811

8 14:29:35 2019

-b 1 -B 250 -ssm 2 -sc 1 -seq 1 -dbstrlen 10000 -norealign -maxres 32000 -contxt

/cluster/toolkit/production/bioprogs/tools/hh-suite-build/data/context data.crf

No Hit

1 Q BPI_C_p3

No 1
>Q BPI C p3

Probab=41.73

Q
Q
Q

ERENE

=] 10100

ER|

ss_pred
Q BPI N p3
Consensus

Consensus
Q BPI C_p3
ss_pred

ss_pred
Q BPI N p3
Consensus

Consensus
Q BPI C_p3
ss_pred

108
108

106
106

188
188

185
185

Prob E-value P-value Score SS Cols Query HMM Template HMM
41.7 0.0044 0.0044 22.0 12.4 99 108-207 106-204 (237)

EEEEEceEEEEEEEEEEEEeeEEeceEEEEEEEeeEEEEEEEEeecCCCCCcEEEEeeeeEEEeeEEEEEeCcchHHHHH

KFSISNANIKISGKWKAQKRFLKMSGNFDLSIEGMSISADLKLGSNPTSGKPTITCSSCSSHINSVHVHISKSKVGWLIQ

HLSVQPTGLTFYPAVDVQAFAVLPNSS-LASLFLIGMHTTGSMEVSAESNRLVGELKLDRLLLELKHSNIGPFPVELLQD
eEEEeCCcEEEEEEEEEEEEEeCCCCC-eEEEEEEEEEEEEEEEEEEeCCEEEEEEEEeeEEEEeccccCCCCCHHHHHH

HHHHHHHHHHHHHHHHHHHH
LFHKKIESALRNKMNSQVCE 207 (230)

~~~~~ i~~~iv~~y~~~iC~ 207 (230)
. T S
~inm~le~~ispaln~~le~ 204 (237
IMNYIVPILVLPRVNEKLQK 204 (237)
HHHHHHhhccHHHHHHHHhh

16

112
112

165
165

E-value=0.075 Score=13.20 Aligned cols=11 TIdentities=18% Similarity=0.619 Sum probs=0.0

E-value=2.9e-05 Score=33.00 Aligned cols=77 TIdentities=8% Similarity=0.239 Sum probs=0.0

123
123

176
176

E-value=0.0044 Score=22.01 Aligned cols=99 TIdentities=9% Similarity=0.025 Sum probs=0.0

187
187

184
184

Template Neff=6.100

Template Neff=6.100

./results/BPI_N_

Template Neff=9.600

vi

C.a3m



